m 



u 
O 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
%, identity 
'NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



398077 

LIB3431-010-P1-K1-G3 

BLASTX 

g3345477 

502 

8.0e-51 

142 

70 

(AB016283) carbonic anhydrase [Oryza sativa] 
398078 

LIB3431-010-P1-K1-G4 

BLASTX 

g548603 

210 

8.0e-17 

82 

57 

PHOTOS YSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) ' 

>gi_478404_pir JQ2247 photosystem I chain D precursor - 

barley >gi_167085 (M98254) PSI-D subunit [Hordeum vulgare] 

398079 

LIB3431-010-P1-K1-G5 

BLASTX 

g2501190 

214 

5.0e-17 

63 

71 

THIAMINE BIOSYNTHETIC ENZYME 1-2 PRECURSOR 

>gi_2130147_pir S61420 thiamine biosynthetic enzyme thil-2 

- maize >gi_596080 (U17351) thiamine biosynthetic enzyme 
[Zea mays] 

398080 

LIB3431-010-P1-K1-G6 

BLASTX 

g548605 

306 

1.0e-51 

132 

84 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 
>gi_539055_j?ir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 

398081 

LIB3431-010-P1-K1-G7 

BLASTX 

gl32105 

567 

2.0e-58 



50801 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



122 
87 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate , carboxylase small subunit [Oryza 
sativa] >gi 226375 prf y f'508-256A ribulose bisphosphate 
carboxylase S [Oryza sativa] 

398082 

LIB3431-010-P1-K1-G8 

BLASTX 

gl!5796 

737 

2.0e-78 

148 " " ' 

96 

CHLOROPHYLL A-B BINDING PROTEIN PRECURSOR (LHCII TYPE I 
CAB) (LHCP) >gi_218174_dbj_BAA00537_ (D00642) type II 
light-harvesting chlorophyll a/b-binding protein [Oryza 
sativa] 



0*1 



Seq. No. 


398083 :- v . 


Seq. ID 


LIB3431-010-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g2737973 


BLAST score 


742 


E value 


5.0e-79 


Match length 


145 


% identity 


96 


NCBI Description 


(U83625) protein kinase ZmMEKl [Zea mays] 


Seq. No. 


398084 


Seq. ID . 


LIB3431-010-P1-KX-H10 


Method 


BLASTX 


NCBI GI 


g3551523 


BLAST score 


247 


E value 


6.0e-21 


Match length 


156 


% identity 


37 


NCBI Description 


(AB017026) oxysterol-binding protein [Mus musculus] 


Seq. No. 


398085 


Seq. ID 


LIB3431-010-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g231610 


BLAST score 


257 


E value 


4.0e-22 


Match length 


74 


% identity 


76 


NCBI Description 


ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 




>gi_67880_pir PWNTG H+-transporting ATP synthase (EC 




3.6.1.34) gamma chain precursor, chloroplast - common 



tobacco >gi_19785_emb_CAA45152_ (X63606) ATP synthase 



50802 



(gamma subunit) [Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
-% identity 
NCBI Description 



398086 

LIB3431-010-P1-K1-H5 

BLASTX 

g4206112 

639 

5.0e-67 

127 

94 

(AF097 662) alpha tubulin [Mesembryanthemum crystallinum] 



CP 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method" . ■ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398087 

LIB3431-010-P1-K1-H9 
* BLASTX 
g3876874 
211 

9.0e-17 

88 

43 

(Z81535) Similarity to Human signal recognition particle 
receptor alpha subunit <SW:P08240) [Caenorhabditis elegans] 

398088 

LIB3431-010-P1-N1-A10 

BLASTX 

g2911886 

154 

6.0e-12 

56 

70 

(AF047663) Contains similarity to Pfam domain: PF00448 
(SRP54 ) , Score=14.7, E-value=2 . 7e-12, N=l [Caenorhabditis 
elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398089 

LIB3431-010-P1-N1-A11 

BLASTN 

g218207 

187 

1.0e-101 

323 

89 

Oryza sativa mRNA for the small subunit of 
ribulose-1, 5-bisphosphate carboxylase, complete cds, 
pOSSS1139 



clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398090 

LIB3431-010-P1-N1-A3 

BLASTN 

g218209 

124 

3.0e-63 

248 

98 

Oryza sativa mRNA for the small subunit of 
ribulose-1, 5-bisphosphate carboxylase, complete cds, 



clone 



50803 



pOSSS2106 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398091 

LIB3431-010-P1-N1-A5 

BLASTX 

g3367536 

233 

2.0e-19 

48 

92 

(AC004392) Contains similarity to symbiosis-related like 
protein F1N20.80 gi_2961343 from A. thaliana BAC 
gb_AL022140. EST gb_JT04695 comes from this gene. 
[Arabidopsis thaliana] 

398092 

LIB3431-010-P1-N1-A9 

BLASTX 

g417544 

206 1 - 

2.0e-16 

43 

86 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD PROTEIN) (PSI-D) (PS I SUBUNIT 5) 

>gi_320209j?ir A60695 photosystem I chain II precursor - 

cucumber >gi_625966_j?ir JQ2132 photosystem I complex 20K 

protein precursor - cucumber >gi_227772_prf 1710320A 

photosystem I 20kD protein [Cucumis sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398093 

LIB3431-010-P1-N1-B1 

BLASTN 

g2072554 

185 ;. 

l.Oe-100 

185 

100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



398094 

LIB3431-010-P1-N1-B11 

BLASTX 

g6093830 

157 

1.0e-10 

50 

44 

PHOTOSYSTEM II CORE COMPLEX PROTEINS PSBY PRECURSOR (L-AME) 
[CONTAINS: PHOTOSYSTEM II PROTEIN PSBY-1; KD PHOTOSYSTEM II 
PROTEIN PSBY-2] >gi_3337435 (AF060198) PsbY precursor; 
putative photosytem II peptide [Spinacia oleracea] 

398095 

LIB3431-010-P1-N1-B4 
BLASTN 



50804 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g20262 
315 

1.0e-177 

327 
99 

O.sativa light-induced mRNA 
398096 

LIB3431-010-P1-N1-B5 
BLASTN v '. 

gl835730 
65 

3.0e-28 

109 

90 

Oryza sativa photosystem II 10 kDa polypeptide mRNA, 
complete cds 

398097 

LIB3431-010-P1-N1-B6 

BLASTX 

gll5813 

152 

6.0e-10 

33 

85 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB- 8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 



Seq. No. 


398098 


Seq. ID 


LIB3431-010-P1-N1-C10 


Method 


BLASTX 


'NCBI GI 


g2244734 


BLAST score 


275 


E value 


2.0e-24 


Match length 


60 


% identity 


88 


NCBI Description 


(D88414) actin [Gossypium ! 


Seq. No. 


398099 


Seq. ID 


LIB3431-010-P1-N1-C11 


Method 


BLASTN 


NCBI GI 


g6006355 


BLAST score 


307 


E value 


1.0e-172 


Match length 


331 


% identity 


98 


NCBI Description 


Oryza sativa genomic DNA, < 


Seq. No. 


398100 


Seq. ID 


LIB3431-010-P1-N1-C12 


Method 


BLASTN 


NCBI GI 


g2072726 


BLAST score 


283 


E value 


1.0e-158 


Match length 


322 



50805 



% identity 97 

NCBI Description O.sativa mRNA for Fd-GOGAT, partial, clone OsGog2 



D 
ffl 



o 

H 
m 

B 

5 ■■ 



D 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E" value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398101 

LIB3431-010-P1-N1-C2 

BLASTN 

g3885887 

359 

0.0e+00 

366 

100 

Oryza sativa high mobility group protein 
complete cds 



(HMG) mRNA, 



398102 

LIB3431-010-P1-N1-C4 

BLASTN 

g20181 

45 

3.0e-16 . 

92 

89 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 

398103 

LIB3431-010-P1-N1-C7 

BLASTX 

gl!5813 

210 

1.0e-16 

48 

83 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB- 8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

398104 

LIB3431-010-P1-N1-D12 

BLASTN 

g218134 

349 

0.0e+00 

403 

97 

Rice mRNA for Histone H3 
398105 

LIB3431-010-P1-N1-D2 

BLASTX 

g5923670 

179 

4.0e-13 

72 

50 

(AC009326) unknown protein [Arabidopsis thaliana] 



50806 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST . score 

E value 

Match length 

% identity 

NCBI Description 



398106 

LIB3431-010-P1-N1-D6 

BLASTN 

g20262 

337 

0.0e+00 

345 

99 

O.sativa light-induced mRNA 
398107 

LIB3431-010-P1-N1-D7 

BLASTX 

g289920 

225 

1.0e-18 

42 

100 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

398108 

LIB3431-010-P1-N1-D8 

BLASTN 

g218207 

152 

5.0e-80 

168 

98 

Oryza sativa mRNA for the small subunit of 
ribulose-1, 5-bisphosphate carboxylase, complete cds, 
pOSSS1139 



clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398109 

LIB3431-010-P1-N1-E2 

BLASTX 

gl20661 

154 

3.0e-10 

29 

93 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A, CHLOROPLAST 
PRECURSOR >gi_170237 (M14417) glyceraldehyde-3-phosphate 
dehydrogenase A-subunit precursor [Nicotiana tabacum] 

398110 

LIB3431-010-P1-N1-E4 

BLASTX 

g231610 

346 

6.0e-33 

87 

77 

ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 

>gi_67880_pir PWNTG H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, chloroplast - common 
tobacco >gi_19785_emb_CAA45152_ (X63606) ATP synthase 



50807 



(gamma subunit) [Nicotiana tabacum] 



Seq. No. 


398111 


Seq. ID 


LIB3431-010-P1-N1-E5 


Method 


BLASTN 


NCBI GI 


gll957 


BLAST score 


133 


E value 


1.0e-68 


Match length 


169 


% identity 


47 


NCBI Description 


Rice complete chloro] 


Seq. No. 


398112 


Seq. ID 


LIB3431-010-P1-N1-E9 


Method 


BLASTN 


NCBI GI 


g20181 


BLAST score 


160 


E value 


1.0e-84 


Match length 


179 


% identity 


98 


NCBI Description 


Rice cab2R gene for '. 




a/b-binding protein 


Seq. No. 


398113 


Seq. ID 


LIB3431-010-P1-N1-F1 


Method 


BLASTN 


NCBI GI 


g218207 


BLAST score 


217 


E value 


1.0e-119 


Match length 


221 


% identity 


100 



NCBI Description 



Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

pOSSS1139 



Seq. No. 


398114 


Seq. ID 


LIB3431-010-P1-N1-F11 


Method 


BLASTN 


NCBI GI 


g6016845 


BLAST score 


204 


E value 


l.Oe-111 


Match length 


240 


% identity 


96 


NCBI Description 


Oryza sativa genomic 


Seq. No. 


398115 


Seq. ID 


LIB3431-010-P1-N1-F12 


Method 


BLASTX 


NCBI GI 


g266893 


BLAST score 


637 


E value 


8.0e-67 


Match length 


123 


% identity 


98 


NCBI Description 


RIBULOSE BISPHOSPHATE 



CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) 

>gi_322416_pir S28172 ribulose-bisphosphate carboxylase 

activase - cucumber >gi_18284_emb_CAA47906_ (X67674) 



50808 



rubisco activase [Cucumis sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398116 . 

LIB3431-010-P1-N1-F3 

BLAST N 

g288058 

53 

6.0e-21 

73 
93 

Z.mays S13 mRNA for cytoplasmic ribosomal protein S13 
398117 

LIB3431-010-P1-N1-G1 

BLAST N 

g2661765 

50 

4.0e-19 
82 

90 - . 

Zea mays mRNA for putative porphobilinogen deaminase 



398118 

LIB3431-010-P1-N1-G11 

BLASTN 

g218154 

80 

6.0e-37 

145 

100 

Oryza sativa gene for cytoplasmic aldolase, 
clone : Al dp 



complete cds, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398119 

LIB3431-010-P1-N1-G12 

BLASTN 

g2662340 

269 

1.0e-150 

316 

96 

Oryza sativa mRNA for EF-1 alpha, complete cds 
398120 

LIB3431-010-P1-N1-G2 

BLASTX 

g!25606 

250 

2.0e-21 

59 

86 

PYRUVATE KINASE, 
pyruvate kinase 
>gi_2 257 6_emb_CAA3 7727 
tuberosum] 



CYTOSOLIC ISOZYME >gi_1004 63_pir S12248 

EC 2.7.1.40) - potato 

(X53688) pyruvate kinase [Solanum 



Seq. No. 



398121 



50809 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-010-P1-N1-G5 

BLASTX 

g548603 

225 

2.0e-18 

56 
80 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_478404_j?ir JQ2247 photosystem I chain D precursor - 

barley >gi_167085 (M98254) PSI-D subunit [Hordeum vulgare] 



Seq. No. 


398122 


Seq. ID 


LIBJ4 J1-U1U-P1-N1-G / 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


297 


E value 


. 5.0e-27 


Match length 


67 


% identity 


85 


NCBI Description 


(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 


Seq. No. 


398123 


Seq. ID 


LIB3431-010-P1-N1-G8 


Method 


BLASTX 


NCBI GI 


gl32096 . 


BLAST score 


154 


E value 


3.0e-10 


Match length 


29 


% identity 


100 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN A PRECURSOR 



(RUBISCO SMALL SUBUNIT A) >gi_68095_pir RKRZS6 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS2106) - rice >gi_218210_dbj_BAA00539_ 
(D00644) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] 



Seq. No. 


398124 


Seq. ID 


LIB3431-010-P1-N1-G9 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


300 


E value 


2.0e-27 


Match length 


57 


% identity 


100 


NCBI Description 


(AF061577) chlorophyll < 


Seq. No. 


398125 - 


Seq. ID 


LIB3431-010-P1-N1-H1 


Method 


BLASTX 


NCBI GI 


g606817 


BLAST score 


154 


E value 


4.0e-10 


Match length 


28 


% identity 


100 


NCBI Description 


(U08404) carbonic anhyd: 



>gi_5917783_gb_AAD56038.1_AF182806_l (AF182806) carbonic 



50810 



anhydrase 3 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length,. 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398126 

LIB3431-010-P1-N1-H2 

BLASTN 

gl9086 

44 

2.0e-15 

48 

98 

Hordeum vulgare pot. psaE mRNA 
398127 

LIB3431-010-P1-N1-H4 

BLASTX 

g548605 

239 

1.0e-28 

80 

89 

PHOTOSYSTEM I REACTION CENTRE 
(LIGHT-HARVESTING COMPLEX I 7 



SUBUNIT X PRECURSOR 
KD PROTEIN) (PSI-K) 



>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 

398128 

LIB3431-010-P1-N1-H6 

BLASTN 

gll36121 

321 

0.0e+00 

324 

100 

0. sativa mRNA for alpha-tubulin (clone OSTA-136) 
398129 

LIB3431-010-P1-N1-H7 

BLASTN 

g2737972 

38 

6.0e-12 

74 

88 

Zea mays protein kinase ZmMEKl mRNA, complete cds 
398130 

LIB3431-011-P1-K1-A10 

BLASTX 

gl742187 

170 

6.0e-12 

121 

35 

(D90771) ORF_ID:o260#14; similar to [SwissProt Accession 
Number P11666] [Escherichia coli] >gi_1742198_dbj_BAA14 933_ 
(D90772) ORF ID:o260#14; similar to [SwissProt Accession 



50811 



Number P11666] [Escherichia coli] >gi_1787591 (AE000231) 
orf, hypothetical protein [Escherichia coli] 



Seq. No-; 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398131 

LIB3431-011-P1-K1-A3 

BLASTX 

gl29233 

461 

4.0e-46 

120 

79 

ORYZAIN GAMMA CHAIN PRECURSOR >gi_67 64 6_pir KHRZOG oryzain 

(EC 3.4.22.-) gamma precursor - rice 

>gi_218185_dbj_BAA14404_ (D90408) oryzain gamma precursor 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398132 

LIB3431-011-P1-K1-A4 

BLASTX 

g416869 ' 

320 

1.0e-29 

113 

58 

CYSTEINE SYNTHASE, CHLOROPLAST PRECURSOR ( O-ACET YLSERINE 
SULFHYDRYLASE) (O-ACETYLSERINE (THIOL) -LYASE) (CSASE) 





>gi_3 0 3 9 0 2_db j _BAA0 3 5 4 2_ 




[Spinacia oleracea] 


Seq. No. 


398133 


Seq. ID 


LIB3431-011-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g3582333 


BLAST score 


209 


E value 


1.0e-16 


Match length 


88 


% identity 


44 


NCBI Description 


(AC005496) hypothetical 


Seq. No. 


398134 


Seq. ID 


LIB3431-011-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


g2708331 


BLAST score 


376 


E value 


3.0e-36 


Match length 


119 


% identity 


61 


NCBI Description 


(AF038557) ligand gated 




thaliana] 


Seq. No. 


398135 


Seq. ID 


LIB3431-011-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


g4755193 


BLAST score 


445 


E value 


3.0e-44 


Match length 


101 



50812 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



83 

(AC007018) putative ribosomal protein S17 [Arabidopsis 
thaliana] 

398136 

LIB3431-011-P1-K1-B12 

BLASTX 

gl31225 

301 

3.0e-27 

93 

61 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 


398137 


Seq. ID 


LIB3431-011-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


gl621477 


BLAST score 


378 


E value 


2.0e-36 


Match length 


81 


% identity 


85 


NCBI Description 


(D85868) reverse transcriptase [Oryza sativa] 


Seq. No. 


398138 


Seq. ID 


LIB3431-011-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


g5880709 


BLAST score 


205 


E value 


3.0e-16 


Match length 


43 


% identity 


100 


NCBI Description 


(AF137379) CFO subunit III of ATP synthase [Nephroselmis 




olivacea] 


Seq. No. 


398139 


Seq. ID 


LIB3431-011-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


g3850566 


BLAST score 


263 


E value 


7.0e-23 


Match length 


134 


% identity 


43 


NCBI Description 


(AC005278) F15K9.3 [Arabidopsis thaliana] 


Seq. No. 


398140 


Seq. ID 


LIB3431-011-P1-K1-B6 


Method 


BLASTN 


NCBI GI 


g218207 


BLAST score 


294 


E value 


1.0e-164 


Match length 


298 


% identity 


100 


NCBI Description 


Oryza sativa mRNA for the small subunit of 



50813 



ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 
pOSSS1139 



6 

01 

u 

□ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398141 

LIB3431-011-P1-K1-B9 

BLASTX 

g5734779 

156 

8.0e-ll 

48 

58 

(AC007980) 78688 [Arabidopsis thaliana] 
398142 

LIB3431-011-P1-K1-C1 

BLASTX 

gl843440 

231 

5.0e-19 

125 

41 

(Z70521) unknown [Cucumis melo] 
398143 

LIB3431-011-P1-K1-C10 

BLASTX 

g3868756 

469 

3.0e-47 

94 

96 

(D86611) catalase [Oryza sativa] 
398144 

LIB3431-011-P1-K1-C5 

BLASTX 

g320618 

485 

5.0e-49 

101 

91 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

398145 

LIB3431-011-P1-K1-C6 

BLASTX 

gl32105 

418 

1.0e-58 

131 

82 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 
(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 



50814 



ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) . small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398146 

LIB3431-011-P1-K1-C7 

BLASTX 

gl33999 

493 

7.0e-50 

100 

100 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S7 >gi_70904j?ir R3RZ7 

ribosomal protein S7 - rice chloroplast 
>gi_12037_emb_CAA33942_ (X15901) ribosomal protein S7 
[Oryza sativa] >gi_12065_emb_CAA33919_ (X15901) ribosomal 

protein S7 [Oryza sativa] >gi_226657_prf 1603356CH 

ribosomal protein S7 [Oryza sativa] 



Seq. No. 


398147 


Seq. ID 


LIB3431-011-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


g2625084 


BLAST score 


550 


E value 


1.0e-56 


Match length 


129 


% identity 


85 


NCBI Description 


(AF030382) ADP-glucose pyrophosphoryl 




[Cucumis melo var. markuwa Mar kino] 


Seq. No. 


398148 


Seq. ID 


LIB3431-011-P1-K1-C9 


Method 


BLASTN 


NCBI GI 


g4574134 


BLAST score 


123 


E value 


6.0e-63 


Match length 


146 


% identity 


97 


NCBI Description 


Oryza sativa cysteine synthase (rcsl) 


Seq. No. 


398149 


Seq. ID 


LIB3431-011-P1-K1-D1 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


36 


E value 


1.0e-10 


Match length 


49 


% identity 


65 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


398150 


Seq. ID 


LIB3431-011-P1-K1-D11 


Method 


BLASTX 



mRNA, complete cds 



50815 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2570505 
242 

4.0e-27 

87 

83 

(AF022735) proteasome component [Oryza sativa] 
398151 

LIB3431-011-P1-K1-D3 

BLASTN 

g3885891 

110 

5.0e-55 

181 

97 

Oryza sativa photosystem-1 F subunit precursor (PSI-F) 
mRNA, complete ' cds 



m 

S3 



Q 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398152 

LIB3431-011-P1-K1-D5 

BLASTX 

g5902394 

440 

1.0e-43 

114 

76 

(AC008148) 
thaliana] 



Putative phosphoglucomutase [Arabidopsis 



398153 

LIB3431-011-P1-K1-D7 

BLASTN 

g3810868 

35 

8.0e-ll 

35 

100 

Homo sapiens ST15 mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



398154 

LIB3431-011-P1-K1-D9 

BLASTX 

g2407281 

543 

8.0e-56 

105 

95 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

398155 

LIB3431-011-P1-K1-E1 

BLASTX 

g4929595 

239 

4.0e-20 
102 



50816 



% identity 

NCBI Description 



46 

(AF151821) CGI-63 protein [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398156 

LIB3431-011-P1-K1-E10 

BLASTX 

g2072555 

181 

1.0e-13 

38 

92 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_61034 41_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398157 

LIB3431-011-P1-K1-E11 

BLASTX 

g4056427 

289 

6.0e-26 

105 

53 

(AC005322) Contains similarity to gb_AJ006354 zinc finger 
protein (ZAC) from Homo sapiens. [Arabidopsis thaliana] 



Mi 

f — 
PI 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398158 

LIB3431-011-P1-K1-E12 

BLASTX 

gl!5802 

149 

2.0e-ll 

38 
100 

CHLOROPHYLL A-B BINDING PROTEIN 36 PRECURSOR (LHCII TYPE I 

CAB-36) (LHCP) >giJL00311_pir S21827 chlorophyll 

a/b-binding protein (cab-36) - common tobacco 
>gi_19827_emb_CAA41188_ (X58230) chlorophyll a/b binding 
protein [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398159 

LIB3431-011-P1-K1-E2 

BLASTN 

g4959460 

35 

1.0e-10 

35 

100 

Zea mays RACB small GTP binding protein mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



398160 

LIB3431-011-P1-K1-E3 

BLASTN 

g20262 

233 

1.0e-128 
273 



50817 



□ 

O 

o 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 

O.sativa light-induced mRNA 
398161 

LIB3431-011-P1-K1-E4 

BLASTX 

g3047109 

206 

3.0e-16 

'90 
49 

(AF058919) No definition line found [Arabidopsis thaliana] 
398162 

LIB3431-011-P1-K1-E6 

BLASTX 

g3941480 

288 

1.0e-25 

129 

49 

(AF062894) 
thaliana] 



putative transcription factor [Arabidopsis 



398163 

LIB3431-011-P1-K1-E8 

BLASTX 

g5679336 

253 

9.0e-22 

94 

49 

(AF171223) putative zinc finger protein [Oryza sativa] 
398164 

LIB3431-011-P1-K1-F10 

BLASTX 

g2072555 

237 

4.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

398165 

LIB3431-011-P1-K1-F4 

BLASTN 

g3377792 

67 

7.0e-30 

83 

95 

Oryza sativa ribulose-1, 5-bisphosphate 

carboxylase/oxygenase activase (rca) mRNA, complete cds 



50818 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398166 

LIB3431-011-P1-K1-F5 

BLASTX 

gll5796 

517 

1.0e-52 

119 

83 

CHLOROPHYLL A-B BINDING PROTEIN PRECURSOR (LHCII TYPE I 
CAB) (LHCP) >gi_218174_dbj_BAA00537_ (D00642) type II 
light-harvesting chlorophyll a/b-binding protein [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST, score 

E value 

Match length 

% identity 

NCBI Description 



398167 

LIB3431-011-P1-K1-F8 

BLASTN 

g218171 

43 

2.0e-15 

43 

100 

Oryza sativa mRNA for type I light-harvesting chlorophyll 
a/b binding protein of photosystem II (LHCPII), complete 
cds 



Seq. No. - 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398168 

LIB3431-011-P1-K1-F9 

BLASTX 

g70642 

662 

1.0e-69 

136 

22 

ubiquitin precursor - Arabidopsis thaliana 

>gi_17678_emb_CAA31331_ (X12853) polyubiquitin (AA 1 - 382) 
[Arabidopsis thaliana] >gi_987519 (U33014) polyubiquitin 

[Arabidopsis thaliana] >gi_2264 99__prf 1515347A 

poly-ubiquitin [Arabidopsis thaliana] 



Seq. No. 


398169 


Seq. ID 


LIB3431-011- 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


36 


E value 


1.0e-10 


Match length 


36 


% identity 


100 


NCBI Description 


Homo sapiens 


Seq. No. 


398170 


Seq. ID 


LIB3431-011- 


Method 


BLASTX 


NCBI GI 


g3789952 


BLAST score 


516 


E value 


1.0e-52 


Match length 


103 


% identity 


98 



-Gil 



PEX1 mRNA, complete cds 



50819 



NCBI Description 



(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI "Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST, score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398171 

LIB3431-011-P1-K1-G2 

BLASTN 

gl67086 

43 

3.0e-15 

74 ' 
90 • 

Hordeum vulgare photosystem I protein (PSI-L) mRNA, 
complete cds 

398172 

LIB3431-011-P1-K1-G4 

BLASTX 

g548605 

570 

8.0e-59 

124 

91 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 

398173 

LIB3431-011-P1-K1-G5 

BLASTX 

g2499497 

334 

5.0e-33 

84 

95 

PHOSPHOGLYCERATE KINASE, CHLOROPLAST PRECURSOR 
>gi_1161600^emb_CAA88841_ (Z48977) phosphoglycerate kinase 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



398174 

LIB3431-011-P1-K1-G7 

BLASTX 

g2407281 

513 

3.0e-52 

109 

90 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

398175 

LIB3431-011-P1-K1-G9 

BLASTX 

g544437 

323 

6.0e-30 



50820 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI . Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



70 
87 

GLUTATHIONE PEROXIDASE HOMOLOG (SALT -ASSOCIATED PROTEIN) 
>gi_296358_enib_CAA47018_ (X66377) CIT-SAP [Citrus sinensis] 

398176 

LIB3431-011-P1-K1-H1 

BLASTX 

g3386621 . 

412 

2.0e-40 

97 

84 

(AC004665) unknown protein [Arabidopsis thaliana] 
398177 

LIB3431-011-P1-K1-H10 

BLASTX 

g2754849 

578 

9.0e-60 

139 

77 

(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 

398178 

LIB3431-011-P1-K1-H11 

BLASTX 

g3478700 

461 

5.0e-46 

144 

61 

(AF034387) AFT protein [Arabidopsis thaliana] 
398179 

LIB3431-011-P1-K1-H12 

BLASTN 

g3273244 

58 

5.0e-24 

74 

95 

Oryza sativa DNA for NLS receptor, complete cds 
398180 

LIB3431-011-P1-K1-H2 

BLASTX 

g4079798 

224 

1.0e-18 

83 

58 

(AF052203) 23 kDa polypeptide of photosystem II [Oryza 
sativa] 



50821 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq.' No. 

Seq/ ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 



398181 

LIB3431-011-P1-K1-H4 

BLASTX 

g4886307 

704 

1.0e-74 

135 

97 

(AJ242588) l-deoxy-d-xylulose-5-phosphate reductoisomerase 
[Arabidopsis thaliana] 

398182 

LIB3431-011-P1-K1-H5 

BLASTX 

g3345477 

314 

6.0e-29 

111 

58 

(AB016283) carbonic anhydrase [Oryza sativa] 
398183 

LIB3431-011-P1-K1-H7 

BLASTX . 

g733458 

484 

9.0e-49 

109 

84 

(U23190) chlorophyll a/b-binding apoprotein CP24 precursor 
[Zea mays] 

398184 

LIB3431-011-P1-K1-H9 

BLASTX 

g320618 

386 

1.0e-40 

116 

78 

chlorophyll a/b-binding protein I 

>gi_218172_dbj_BAA00536_ (D00641) _ Jjr 

chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 

type I light-harvesting 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398185 

LIB3431-011-P1-N1-A1 

BLASTX 

g542157 

528 

5.0e-54 

124 

85 

ribosomal 5S RNA-binding protein - Rice 



Seq. No. 



398186 



50822 



§0 

o 
d 

D 

n 



Seq. ID 


T TDlJIOl ftl 1 D 1 Ml 7\ O 

LIBo4ol-UIl-Pl-Nl-A__ 


Metnoa 


rsJoAoIA 


NCBI GI 


g21839 


BLAST score 


209 


E value 


2 . Oe-16 


Match length 


47 


% identity 


89 


NCBI Description 


(X57952) phosphoribulokinase [Triticum aestivum] 


Seq. No. 


398187 . 


beq. ID 


TTOT/m D1 Ml J\1 

LIBJ4 Jl-Ull-Pl-Nl-Ao 


Method 


nr 71 OTV 
BliAo 1 A 




gi__yz 


BLAST score 


ZOO 


E value 


z . Ue-z J 


Match length 


47 


% identity 


98 


NCBI Description 


ORYZAIN GAMMA CHAIN PRECURSOR >gi 67 64 6j?ir KHRZOG oryzain 




(EC 3.4.22.-) gamma precursor - rice 




>gi_218185_dbj_BAA14404_ (D90408) oryzain gamma. precursor 




[Oryza sativa] 


Seq. No. 


398188 


Seq. ID 


LIBJ4 31-011-P1-N1-A8 


Metnoa 


BLAolA 


NCBI GI 


g2384669 


BLAST score 


163 > 


E value 


3.0e-ll 


Match length 


58 


% identity 


53 


NCBI Description 


(AF012656) putative potassium transporter AtKTlp 




[Arabidopsis thaliana] 


Seq. No. 


398189 


Seq. ID 


LIB3431-011-P1-N1-B10 


Method 


n T TV C rpv 

BLASTX 


NCBI ; GI 


g3873807 


BLAST score 


183 - ■ . 


E value 


2 . Oe-13 


Match length 


137 


% identity 


35 


NCBI Description 


(Z4 9907) B04 91.1 [Caenorhabditis elegans] 


Seq. No. 


398190 


Seq. ID 


LIB3431-011-P1-N1-B12 


Metnoci 


BLAb I A 


NCBI GI 


gl31225 


BLAST score - 


1 /o 


E value 


/ . Ue-lo 


Match length 


58 


% identity 


63 


NCrii Description 


rnUlUbiolhiM 1 KriACllUN CiiiNIKhi oUbUNII Al PKbUUKoUK (bUBUNir 




V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 




precursor - barley >gi_167087 (M61146) photosystem I 




hydrophobic protein [Hordeum vulgare] 


Seq. No. 


398191 



50823 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-011-P1-N1-B2 

BLASTX 

g3377848 

198 

3.0e-15 

95 

38 

(AF076274) 
(Pfam: rvt. 



contains similarity to reverse transcriptases 
hmm, score: 12.22) [Arabidopsis thaliana] 



398192 

LIB3431-011-P1-N1-B3 

BLASTX 

g6093830 

211 

1.0e-16 

94 

34 

PHOTOS YSTEM II CORE COMPLEX PROTEINS PSBY PRECURSOR (L-AME) 
[CONTAINS: PHOTOSYSTEM II PROTEIN PSBY-1; KD PHOTOSYSTEM II 
PROTEIN PSBY-2] >gi_3337435 (AF060198) PsbY precursor; 
putative photosytem II peptide [Spinacia oleracea] 

398193 

LIB3431-011-P1-N1-B4 

BLASTN 

gll957 

341 

0.0e+00 

362 

98 

Rice complete chloroplast genome 
398194 

LIB3431-011-P1-N1-B5 

BLASTX 

g3924605 

251 

2.0e-21 

59 

71 

(AF069442) putative inhibitor of apoptosis [Arabidopsis 
thaliana] 

398195 

LIB3431-011-P1-N1-B6 

BLASTN 

g218207 

298 

1.0e-167 

298 

100 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

POSSS1139 



Seq. No. 



398196 



50824 



Seq. ID 


T TDOjIOI ft 1 1 T» 1 KT 1 T3Q 

LIB34 Jl-011-Pl-Nl-By 


Metnoa 


DbAb 1 A 


NCBI GI 


g4zlobo 


BLAST score 


151 


E value 


1.0e-09 


Match length 


79 


% identity 


44 


NCBI Description 


alanine — tRNA ligase (EC 6.1.1.7) - Arabic 




(fragment) 


Seq. NO. 


"*S ft ft "1 T 

398197 


beq. ID 


L1oj4 Jl-Ull-rl-Nl-ClU 


Method 


DT 7\ CTV 
tJJ-iilO 1 A 


NCBI GI 


g3929924 


BLAST score 


163 


E value 


3 . Oe-11 


Match length 


36 


% identity 


O ft 

89 


NCBI Description 


(ABOzuoUz) catalase LO^yza sativaj 


Seq. No. 


ft ft i ft ft 
398198 


beq. ID 


T TD"3/I "31 mi Dl Ml *3 

LI bo 4 Jl-Ull-Pl-Nl-Uo 


Method 


BLASTX 


NCBI GI 


gl504052 


BLAST score 


270 


E value 


-1 ft _ ft ft 

1 . Oe-23 


Match length 


52 


% identity 


100 


NCBI Description 


(Do/U4z) Calcium-dependent protein Kinase 


Seq. No. 


398199 


Seq. ID 


LIB3431-Q11-P1-N1-C5 


Method 


BLASTX 


MOOT /"*" T 

NCBI GI 


gzoyy^o 


BLAST score 


Oil 

zl / 


E value 


1.0e-17 


Match length 


42 


% identity 


98 


NCBI Description 


(L07119) chlorophyll A/B binding protein 




hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398200 

LIB3431-011-P1-N1-C6 

BLASTX 

gl32105 

289 

8.0e-26 

73 

78 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208__dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 
sativa] >gi_226375_prf 1508256A ribulose bisphosphate 



50825 



carboxylase S [Oryza sativa] 



Seq. No. 


398201 


Seq. ID 


LIB3431-011-P1-N1-C8 


Method 


BLASTX 


NCBI GI 


g633678 


BLAST score 


145 


E value 


5 . Oe-09 


Match length 


32 


% identity 


91 


NCBI Description 


(X83500) ADP-glucose pyrophosphorylase [Spinacia oleracea] 


Seq. No. 


J9o20z 


Seq. ID 


LIB3431-011-P1-N1-C9 


Method 


BLAST N 


NCBI GI 


g4574134 


BLAST score 


147 


E value 


3.0e-77 


Match length 


147 


% identity - 


100 


NCBI Description 


Oryza sativa cysteine synthase (rcsl) mRNA, complete cds 


Seq. No. 


o o o o n o 

398203 


Seq. ID 


LIB3431-011-P1-N1-D11 


Method . 


BLASTX 


NCBI GI 


g2570505 


BLAST score 


221 


E value 


3.0e-35 


Match length 


81 


% identity 


95 


NCBI Description 


(AF022735) proteasome component [Oryza sativa] 


Seq. No. 


398204 


Seq. ID 


LIB3431-011-P1-N1-D3 


Method 


BLASTX 


NCBI GI 


g3885892 


BLAST score 


426 


E value 


6.0e-42 


Match length 


83 


% identity 


98 


NCBI Description 


(AF093634) photos ys t em- 1 F subunit precursor [Oryza sativa^ 


Seq. No. 


*3 rt O 1 f\ c 

39820b 


Seq. ID 


LIB3431-011-P1-N1-D7 


Method 


BLASTX 


NCBI GI 


g6016427 


BLAST score 


292 


E value 


3.0e-26 


Match length 


58 


% identity 


84 


NCBI Description 


CASEIN KINASE- II BETA- 3 CHAIN (CK II) >gi_3493611 




(AF068318) regulatory subunit of protein kinase CK2; CK2 




beta-subunit [Arabidopsis thaliana] 


Seq. No. 


398206 


Seq. ID 


LIB3431-011-P1-N1-D9 


Method 


BLASTN 



50826 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g218209 
149 

4.0e-78 

299 

97 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

POSSS2106 

398207 

LIB3431-011-P1-N1-E12 

BLASTX 

gll5802 

217 

1.0e-17 

40 

100 

CHLOROPHYLL A-B BINDING PROTEIN 36 PRECURSOR (LHCII TYPE I 

CAB-36) (LHCP) >gi_100311_pir S21827 chlorophyll 

a/b-binding protein (cab-36) - common tobacco 
>gi_19827_emb_CAA41188_ (X58230) chlorophyll a/b binding 
protein [Nicotiana tabacum] 

398208 

LIB3431-011-P1-N1-E3 

BLASTX 

g417260 

326 

3.0e-30 

81 

77 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 

398209 

LIB3431-011-P1-N1-E5 

BLASTX 

g517500 

234 

1.0e-19 

79 

62 

(M87435) precursor of the oxygen evolving complex 17 kDa 

protein [Zea mays] >gi_444338_prf 1906386A photosystem II 

OE17 protein [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398210 

LIB3431-011-P1-N1-E9 

BLASTX 

g3212877 

180 

3.0e-13 

40 

85 

(AC004005) Lea-like protein [Arabidopsis thaliana] 



50827 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398211 

LIB3431-011-P1-N1-F11 

BLASTX 

g4115931 

225 

2.0e-18 

57 

75 

(AF118223) contains similarity to Guillardia theta ABC 
transporter <GB:AF041468) [Arabidopsis thaliana] 

398212 

LIB3431-011-P1-N1-F12 

BLASTX 

g2072555 

205 

5.0e-16 
44 

91 , . . 

(AF001396) rdetallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

398213 

LIB3431-011-P1-N1-F3 

BLASTX 

gl31192 

205 

3.0e-16 

45 

84 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT V PRECURSOR 

(PHOTOSYSTEM I 9 KD PROTEIN) (PSI-G) >gi_100606_pir S20937 

photosystem I chain V precursor - barley 

>gi_19091_emb_CAA42727_ (X60158) photosystem I polypeptide 
PSI-G precursor [Hordeum vulgare] 

398214 

LIB3431-011-P1-N1-F4 

BLASTX 

gl<32166 

160 

6.0e-ll 

31 

87 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) 

>gi__81660^pir S04048 ribulose-bisphosphate carboxylase 

activase precursor - Arabidopsis thaliana 

>gi_16471_emb_CAA32429_ (X14212) rubisco activase (AA 1 - 
473) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



398215 

LIB3431-011-P1-N1-F5 

BLASTX 

gll5802 

143 



50828 



u 

m 

■ar - 



3 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-09 

30 

87 

CHLOROPHYLL A-B BINDING PROTEIN 36 PRECURSOR (LHCII TYPE I 

CAB-36) (LHCP) >gi_100311_pir S21827 chlorophyll 

a/b-binding protein (cab-36) - common tobacco 
>gi_19827_emb_CAA41188_ (X58230) chlorophyll a/b binding 
protein [Nicotiana tabacum] 

398216 ' * < 

LIB3431-011-P1-N1-F8 

BLASTX 

g3036949 

264 

4.0e-23 

50 

100 

(AB012638) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 



Seq. No. 


398217 




Seq. ID 


LIB3431-011- 


■P1-N1-F9 


Method 


BLASTX 




NCBI GI 


gl076678 




BLAST score 


243 




E value 


1.0e-20 




Match length 


48 




% identity 


100 




NCBI Description 


ubiquitin / 


ribosomal protein 


Seq. No. 


398218 




Seq. ID 


LIB3431-011- 


■P1-N1-G1 


Method 


BLASTX 




NCBI GI 


gl31176 




BLAST score 


304 




E value 


1.0e-27 




Match length 


59 




% identity 


98 




NCBI Description 


PHOTOSYSTEM 


I REACTION CENTRE 



potato (fragment) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(PHOTOSYSTEM I 10.8 KD POLYPEPTIDE) (PSI-E) 

>gi_72683j?ir F1BH4 photosystem I chain IV precursor - 

barley >gi_19087_emb_CAA68782__ (Y00966) psa2 preprotein (AA 

-46 to 101) [Hordeum vulgare] >gi_226163_prf 1413233A 

10.8kD photosystem I protein [Hordeum vulgare var. 
distichum] 

398219 

LIB3431-011-P1-N1-G12 

BLAST N 

g3789951 

191 

1.0e-103 

414 

99 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 



50829 



Seq. No. 

Seq. ID - 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398220 

LIB3431-011-P1-N1-G2 

BLASTX 

g6006283 - 

151 

8.0e-10 

41 

73 

(AB015861) photosystem I subunit PSI-L [Arabidopsis 
thaliana] 



01 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398221 

LIB3431-011-P1-N1-G4 

BLASTX 

g548605 

402 

9.0e-40 

105 

87 

PHOTOSYSTEM I REACTION CENTRE 
(LIGHT-HARVESTING COMPLEX I 7 



SUBUNIT X PRECURSOR 
KD PROTEIN) (PSI-K) 



>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgar e] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398222 

LIB3431-011-P1-N1-G5 

BLASTX 

g3738261 

416 

9.0e-41 
91 

92 : 
(AB018412) chloroplast phosphoglycerate kinase [Populus 
nigra] 



398223 

LIB3431-011-P1-N1-G9 

BLASTX 

g485512 

326 

3.0e-30 

70 

87 

salt-associated protein csaA 



- sweet orange 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398224 

LIB3431-011-P1-N1-H10 

BLASTX 

g2754849 

186 

7.0e-14 

43 

84 

(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 



50830 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398225 

LIB3431-011-P1-N1-H11 

BLASTN 

g531030 

60 

5.0e-25 

116 

88 

Pennisetum ciliare apomixis-associated mRNA 
>gi_531483_emb_Z36.546_PCAPOSPA3 P. ciliare (Higgins) 
apospory associated mRNA, 876bp 

>gi_549985_gb_U13149_PCU13149 Pennisetum ciliare possible 
apospory-associated mRNA clone pSUB 3-la, partial cds 



Seq. No. 


398226 


Seq. ID 


LIB343l-0ll-Pl-Nl-Hl2 


Method 


BLASTN 


NCBI GI 


g3273244 


BLAST* score 


59 


E value 


I . Oe-24 


Match length 


95 


% identity 


91 


NCBI Description 


Oryza sativa DNA for NLS receptor, complete cds 


Seq. No. 


398227 


Seq. ID 


LIB3431-011-P1-N1-H2 


Method 


BLASTX 


NCBI GI 


g4079798 


BLAST score 


277 


E value 


1. Oe-24 


Match length 


52 


% identity 


100 


NCBI Description 


(AF052203) 23 kDa polypeptide of photosystem II 




sativa] 


Seq. No. 


398228 


Seq. ID 


LIB3431-011-P1-N1-H4 


Method 


BLASTX 


NCBI GI 


g4886307 


/.BLAST score 


294 


E value 


2.0e-26 


Match length 


67 


% identity 


84 


NCBI Description 


(AJ242588) l-deoxy-d-xylulose-5-phosphate redud 




[Arabidopsis thaliana] 


Seq. No. 


398229 


Seq. ID 


LIB3431-011-P1-N1-H7 


Method 


BLASTX 


NCBI GI 


g543939 


BLAST score 


208 


E value 


2.0e-16 


Match length 


43 


% identity 


95 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN CP24 PRECURSOR 



>gi_541819_pir S40210 chlorophyll a/b-binding protein CP24 



50831 



precursor - spinach >gi_437991_emb_CAA81105 . 1_ (Z25886) 20 
kDa protein of CP24 precursor protein [Spinacia oieracea] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398230 

LIB3431-011-P1-N1-H9 

BLASTX 

gll5787 

449 

1.0e-44 

96 

87 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 


398231 


Seq. ID 


LIB J4 Jl-Ul^-rl-Kl-AlU 


Method 


BLASTX 


NCBI GI 


g4732091 


BLAST score 


407 


E value 


l . Oe-oy 


Match length 


99 


% identity 


73 


NCBI Description 


(AF126742) bundle sheath defective protein 2 [Zea mays] 


Seq. No. 


398232 


Seq. ID 


LIB3431-012-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


477 


E value 


3.0e-48 


Match length 


90 


% identity 


yy 


NCBI Description 


(AF061577) chlorophyll a/b binding protein [Oryza sativa] 


Seq. No. 


398233 


Seq. ID 


LIB3431-012-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g4512684 


BLAST score 


397 


E value 


2.0e-38 


Match length 


96 


% identity 


80 


NCBI Description 


(AC006931) unknown protein [Arabidopsis thaliana] 




>gi_4559324_gb_AAD22986.1_AC007087_5 (AC007087) unknown 




protein [Arabidopsis thaliana] 


Seq. No. 


398234 


Seq. ID 


LIB3431-012-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


510 


E value 


6.0e-52 


Match length 


102 


% identity 


94 



50832 



NCBI Description 



(AF061577) chlorophyll a/b binding protein [Oryza sativa] 



D 



□ 



Seq. No. 


O ft O O *D C 

398235 


Seq. ID 


LIB3431-012-P1-K1-B10 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


35 


E value 


2.0e-10 


Matcn lengtn 


3o 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


beq. no. 




Seq. ID 


LIB3431-012-P1-K1-B11 


Method 


BLASTN 


XT pf\ T /»i -r- 

NCBI GI 


g6015437 


BLAST score 


43 


E value 


4.0e-15 


Matcn lengtn 


43 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


3ybz3 / 


Seq. ID 


LIB34 31-012-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


221 


E value 


6 . 0e-18 


Match length 


44 


% identity 


93 


NCBI Description 


(AF001396) metallothionein-like protein [Oryza sativa] 




>gi_6103441_gb_AAF03603. 1_ (AF147786) metallothionein-like 




protein [Oryza sativa] 


Seq. No. 


398238 


Seq. ID 


LIB3431-012-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g4836934 


BLAST score 


187 


E value 


7 . Oe-14 


Match length 


86 


% identity 


43 


NCBI Description 


(AC006085) Hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


398239 


Seq. ID 


LIB3431-012-P1-K1-B4 


Method 


BLASTN 


NCBI GI 


g218207 


BLAST score 


253 


E value 


1 Ha 1 /I fl 

i • ue-14 u 


Match length 


257 


% identity 


100 


NCBI Description 


Oryza sativa mRNA for the small subunit of 




ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 




pOSSS1139 


Seq. No. 


398240 



50833 



n 



fee? 



O 



Seq. ID 


LIB34 31-012-P1-K1-B5 


Method 


BLASTN 


NCBI GI 


g3789951 


BLAST score 


62 


E value 


3.0e-26 


Match length 


121 


% identity 


88 


NCBI Description 


Oryza sativa chlorophy; 




(Cab27) mRNA, nuclear < 




complete cds 


Seq. No. 


398241 


Seq. ID 


LIB3431-012-P1-K1-BD 


Method 


T"> T TV /*! m \7 

BLASTX 


NCBI GI 


g3075488 


BLAST score 


211 


E value 


3. Oe-17 


Match length 


59 


% identity 


69 


NCBI Description 


( AFO 58796) chlorophyll 


Seq. No. 


398242 


Seq. ID 


L1B3431-012-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


go4obUo 


BLAST score 


380 


E value 


■ 1.0e-36 


Match length 


120 


% identity 


68 


NCBI Description 


PHOTOSYSTEM I REACTION 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_478404_pir JQ2247 photosystem I chain D precursor - 

barley >gi_167085 (M98254) PSI-D subunit [Hordeum vulgare] 

398243 

LIB3431-012-P1-K1-B9 

BLASTX 

gl31225 

378 

1.0e-36 

85 

88 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem- I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398244 

LIB3431-012-P1-K1-C1 

BLASTX 

gl707018 

460 

7.0e-46 

104 

86 

(U78721) CutA isolog [Arabidopsis thaliana] 



50834 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398245 

LIB3431-012-P1-K1-C11 

BLASTX 

g2244867 

298 

6.0e-27 

137 

44 

(Z97337) hydroxynitrile lyase like protein [Arabidopsis 
thaliana] 



U 



US 

00 



s — 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398246 

LIB3431-012-P1-K1-C2 

BLASTX 

g2072555 

208 

3.0e-16 

62 
63 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_61034 41_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

398247 

LIB3431-012-P1-K1-C3 

BLASTX 

g4079798 

223 

2.0e-18 

46 

96 

(AF052203) 23 kDa polypeptide of photosystem II [Oryza 
sativa] 



0 



Seq. No. 

Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398248 

LIB3431-012-P1-K1-C4 

BLASTX 

g2407281 

304 

1.0e-27 

87 

68 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398249 

LIB3431-012-P1-K1-C5 

BLASTX 

gl353352 

423 

2.0e-41 

11.6 

72 

(U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 



Seq. No. 



398250 



50835 



beq. ID 


Li1d34 Jl-Ul£~rl~ J\l~ U / 


Metfioa 




NCBI GI. 


gl944204 


BLAST score 


451 


E value 


u . ue+uu 


Match length 


4oo 


% identity 


a rv 

99 


NCBI Description 


Oryza sativa niRNA for RicMT, complete cds 


Seq. No. 


O AO O C T 

398251 


oeq. id 


t Tn^/i — m 9— di — — r*Q 


McLfioa 




Vfi^t-Q T PT 

NLdI CjI 


^/l CQC1 / O 

g4 


BLAST score 


388 


E value 


2.0e-37 


Marcn lengtn 




% identity 


71 . 


NCBI Description 


(AeUoo^/d) NAUrn oxidase; gpyi; pnox nomoiog [Lycopersicon 




esculent um] 


Seq. No. 


o ao o c o 

398252 


beq. iu 




Method 


BLASTX 


NCBI GI 


gl70131 


BLAST score 


176 


E value 


l.Ue-12 


Match length 


48 


% identity 


62 


NCBI Description 


(moojzz; rioosomai protein 3Uo suounir Lopmacia oxeraceaj 


Seq. No. 


O AO O C O 

398253 


beq. id 




Method 


T5T 7\ O rpV 

BLASTX 


NCBI GI 


_cnQ1 CO "3 

gouyibz J 


BLAST score 


C O 1 

521 


E value 


5 . Oe-53 


Match length 


125 


% identity 


82 


NCBI Description 


(ALUU/404) bimiiar to go uyoU4b somatic emoryogenesis 




receptor-like kinase from Daucus carota, contains 4 


- ■ 


PF UU5bO Leucine Rich Repeat domains and a PF_uuut>y 




Eukaryotic protein kinase domain. [Arabidopsis thaliana] 


Seq. No. 


O A O O C A 

398254 


Seq. ID 


TTQ0/101 AlO T31 VI r\1 A 

Llb34 31-UlZ-rl— Kl— UlU 


Metnoa 


DT 7\ OTV 


NUol bl 


g4 jiUjo j 


BLAST score 


511 


E value 


6.0e-52 


Match length 


1 o o 

123 


% identity 


OA 

80 


NCBI Description 


(AC007017) putative DNA-binding protein [Arabidopsis 




thaliana] 


Seq. No. 


398255 - 


Seq. ID 


LIB3431-012-P1-K1-D12 


Method 


BLASTX 



50836 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. .No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity " 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



g6056373 
218 

1.0e-19 

102 

59 

(AC009894) 



elongation factor EF-2 [Arabidopsis thaliana] 



398256 

LIB3431-012-P1-K1-D2 . 

BLASTX 

g733454 

575 

2.0e-59 

133 

82 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

398257 

LIB3431-012-P1-K1-D4 

BLASTN 

g20239 

119 

4.0e-60 

135 

97 

O.sativa (rice) shoot-specific GOS5 gene for a putative 
chloroplast transit peptide 

398258 

LIB3431-012-P1-K1-D6 

BLASTX 

gl055130 

220 

8.0e-18 

131 * 

44 , 

(U39998) coded for by C. elegans cDNA yk92bll 
by C. elegans cDNA yk92bll.5; coded for by C. 
yk78c2.5; coded for by C. elegans cDNA cm9a8; 
C. elegans cDNA yk66h8.3; coded for by C. elegans 
yk78c2.3 



3; coded for 
elegans cDNA 
coded for by 
cDNA 



398259 

LIB3431-012-P1-K1-D8 

BLASTX 

g3522929 

589 

5.0e-61 

126 

87 

(AC002535) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] >gi_3738279 (AC005309) putative 
dTDP-glucose 4-6-dehydratase [Arabidopsis thaliana] 

398260 

LIB3431-012-P1-K1-D9 



50837 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll5787 

365 

4.0e-35 

94 

81 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Q 

m 

X 

i' 

is SSS3. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398261 

LIB3431-012-P1-K1-E10 

BLASTX 

gll5794 

787 

3.0e-84 

156 

93 

CHLOROPHYLL A-B BINDING PROTEIN 13 PRECURSOR (LHCII TYPE 

III CAB-13) >gi_72748_pir CDT033 chlorophyll a/b-binding 

protein type III precursor (cab-13) - tomato 
>gi_19277_emb_CAA42818_ (X60275) LHCII type III 
[Lycopersicon esculentum] 



Seq. No. 


398262 


Seq. ID 


LIB3431-012-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


g4239891 


BLAST score 


617 


E value 


3.0e-67 


Match length 


151 


% identity 


87 


NCBI Description 


(AB016804) NADP-malic enzyme [Aloe arborescens] 


Seq. No.* 


398263 


Seq. ID 


LIB3431-012-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


gll5787 


BLAST score * 


352 


E value 


2.0e-33 


Match length 


90 


% identity 


80 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII 



CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



398264 

LIB3431-012-P1-K1-E4 

BLASTX 

g4531444 

472 

3.0e-47 
148 



50838 



% identity 

NCBI Description 



61 

(AC006224) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398265 

LIB3431-012-P1-K1-E6 

BLASTX 

g3075488 

634 

3.0e-66 

138 

87 

(AF058796) chlorophyll a/b-binding protein [Oryza sativa] 
398266 

LIB3431-012-P1-K1-E8 

BLASTX 

gll72874 

251 

2.0e-21 

129 

42 

DEHYDRATION-RESPONSIVE PROTEIN RD22 PRECURSOR 

>gi_479589_pir S34823 dehydration-induced protein RD22 - 

Arabidopsis thaliana >gi_391608_dbj_BAA0154 6_ (D10703) rd22 

[Arabidopsis thaliana] >gi_447134_prf 1913421A rd22 gene 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398267 

LIB3431-012-P1-K1-E9 

BLASTX 

gl00903 

216 

2.0e-17 

94 

51 

nucleic acid-binding protein - maize >gi_168526 (M74566) 
nucleic acid-binding protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398268 

LIB3431-012-P1-K1-F1 

BLASTX 

g3914557 

671 

1.0e-70 

134 

94 

RAS-RELATED PROTEIN RAB7 (POSSIBLE APOSPORY-ASSOCIATED 
PROTEIN) >gi_1155265 (U40219) possible apospory-associated 
protein [Pennisetum ciliare] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



398269 

LIB3431-012-P1-K1-F11 

BLASTX 

g733456 

672 

9.0e-71 
151 



50839 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



83 

(U23189) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

398270 

LIB3431-012-P1-K1-F12 

BLASTX 

gl835731 

455 

2.0e-45 

93 

95 

(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 
398271 

LIB3431-012-P1-K1-F9 

BLASTN 

g3885891 

144 

3.0e-75 

197 

98 

Oryza sativa photosystem-1 F subunit precursor (PSI-F) 
mRNA, complete cds 

398272 

LIB3431-012-P1-K1-G1 
BLASTN v-£ 
g3885891 
105 

3.0e-52 

125 

96 

Oryza isativa photosystem-1 F subunit precursor (PSI-F) 
mRNA/ complete cds 

398273 

LIB3431-012-P1-K1-G10 

BLASTX 

g2754849 

278 

4.0e-25 

64 

84 

(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 

398274 

LIB3431-012-P1-K1-G12 

BLASTX 

gl632822 

461 

3.0e-46 

92 

97 

(Y08962) transmembrane protein [Oryza sativa] >gi_1667594 
(U77297) transmembrane protein [Oryza sativa] 



50840 



CO 

pa 
O 

La 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398275 

LIB3431-012-P1-K1-G2 

BLASTX 

gll5525 

162 

8.0e-19 

78 

67 

CALMODULIN >gi_71685 jpir MCSP calmodulin 



- spinach 



398276 

LIB3431-012-P1-K1-G3 

BLASTX 

gl709846 

226 

2.0e-18 

133 

38 

PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR >giJ706853 (U04336) 
22 kDa component of photosystem II [Lycopersicon 
esculentum] 

398277 

LIB3431-012-P1-K1-G5 

BLASTX 

g2407281 

626 

2.0e-65 

128 

91 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398278 

LIB3431-012-P1-K1-G6 

BLASTX 

gl353352 

342 

5.0e-32 

104 

63 

(U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398279 

LIB3431-012-P1-K1-G7 

BLASTX 

gl22106 

389 

1.0e-37 

79 
99 

HISTONE H4 >gi_70771_pir HSZM4 histone H4 - maize 

>gi_81642_pir S06904 histone H4 - Arabidopsis thaliana 

>gi_2119028_pir S60475 histone H4 - garden pea 

>gi 21795 emb CAA24924 (X00043) histone H4 [Triticum 



50841 



aestivum] >gi_166740 (M17132) histone H4 [Arabidopsis 
thaliana] >gi_166742 (M17133) histone H4 [Arabidopsis 
thaliana] >gi_168499 (M36659) histone H4 (H4C13) [Zea mays] 
>gi_168501 (M13370) histone H4 [Zea mays] >gi_168503 
(M13377) histone H4 [Zea mays] >gi_498898 (U10042) histone 
H4 homolog [Pisum sativum] >gi_1806285_emb_CAB01914_ 
(Z79638) histone H4 homologue [Sesbania rostrata] 
>gi_3927823 (AC005727) histone H4 [Arabidopsis thaliana] 
>gi_4580385_gb_AAD24364.1_AC007184_4 (AC007184) histone H4 
[Arabidopsis thaliana] . >gi_6009915_dbj_BAA85120 . 1_ 
(AB018245) histone H4-like protein [Solanum melongena] 
>gi_225838jprf 1314298A histone H4 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398280 

LIB3431-012-P1-K1-G9 

BLASTX 

g3075382- 

212 

7.0e-17 

110 

50 

(AC002505) putative peroxisome assembly protein PER8 
[Arabidopsis thaliana] >gi_3075384 (AC004484) putative 
peroxisome assembly protein PER8 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398281 

LIB3431-012-P1-K1-H1 

BLASTX 

g3355477 

441 

1.0e-43 

105 

44 

(AC004218) 
thaliana] 



putative P-glycoprotein, pgpl [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398282 

LIB3431-012-P1-K1-H10 

BLASTN 

g6015437 

36 

1.0e-ll 

36 

100 

Homo sapiens PEX1 mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398283 

LIB3431-012-P1-K1-H2 

BLASTX 

g4102703 

468 

1.0e-52 
140 
79 

(AF015274) 
thaliana] 



ribulose-5-phosphate-3-epimerase [Arabidopsis 



50842 



o 



Seq. No. 


398284 


Seq. ID 


. LIBJ4ol-01^-Pl-Kl-Ho 


Method 


BLASTX 


NCBI GI 


g2653558 


BLAST score 


776 


E value 


6. Oe-83 


Match length 


159 


% identity 


91 


NCBI Description 


(D5067 9) ferreaoxin- 


Seq. No. 


398285 


Seq. ID 


LIB J 4 Jl-Ulz-Pl-Kl-Hb 


Method 


t-> t t\ o mv 

BLASTX 




gzyozfiDo 


BLAST score 


295 


E value 


4.0e-27 


Match length 


63 


% identity 


94 


NCBI Description 


(AL022223) fructose-: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
398286 

LIB3431-012-P1-K1-H7 

BLASTX 

gll5787 

280 

3.0e-25 

77 

77 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 


398287 


Seq. ID 


LIB3431-012-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g3345477 


BLAST score 


429 


E value 


3.0e-42 


Match length 


128 


% identity 


68 


NCBI Description 


(AB016283) carbonic anhydrase [Oryza 


Seq. No. 


398288 


Seq. ID 


LIB3431-012-P1-K1-H9 


Method 


BLASTN 


NCBI GI 


g4887617 


BLAST score 


131 


E value 


2.0e-67 


Match length 


142 


% identity 


98 


NCBI Description 


Oryza sativa HOS59 mRNA, partial cds 


Seq. No. 


398289 


Seq. ID 


LIB3431-013-P1-K1-A10 



50843 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. .No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

g2673914 

325 

8.0e-42 

139 

62 

(AC002561) hypothetical protein [Arabidopsis thaliana] 
398290 

LIB3431-013-P1-K1-A12 

BLASTX 

g2660669 

311 

2.0e-28 

131 

47 

(AC002342) human Mi-2 autoantigen-like protein [Arabidopsis 
thaliana] 

398291 

LIB3431-013-P1-K1-A4 

BLASTX- 

gl32105 

417 

5.0e-43 

130 

76 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

398292 

LIB3431-013-P1-K1-A5 

BLASTX 

g4206195 

213 

S.Oe-17' 

54 

67 

(AF071527) hypothetical protein [Arabidopsis thaliana] 
>gi_j4262169_gb_AAD14469_ (AC005275) hypothetical protein 
[Arabidopsis thaliana] 

398293 

LIB3431-013-P1-K1-A6 

BLASTN 

g6015437 

36 

1.0e-10 

36 

100 



50844 



NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


398294 


Seq. ID 


T ~T O "5 A "5 1 ftl O T^l TV O 

LIB3431-013-P1-K1-A8 


Method 


BLASTN 


NCBI GI 


g4959460 


BLAST score 


35 


E value 


5.0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


Zea mays RACB small GTP binding protein mRNA, complete cds 


Seq. No. 


1 A A A A C 

398295 


Seq. ID 


TT > r}Ojl , ^1ftTOrilT< r l7\ft. 

LIB3431-013-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


g2894534 


BLAST score 


537 


E value 


5.0e-55 


Match length 


116 


% identity 


91 


NCBI Description 


(AJzz4J^/) aquaporin LO^yza sativaj 


Seq. No. 


f\ f\ j»* A y*» 

398296 


Seq. ID 


LIB3431-013-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


* gl835731 


BLAST score 


348 


E value 


4.0e-33 


Match length 


69 


% identity 


99 


NCBI Description 


(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 


Seq. No. 


398297 


Seq. ID 


LIB3431-013-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


— a —i ft a ft c 

g479406 


BLAST score 


64 9 


E value 


4.0e-68 


Match length 


126 


% identity 


94 


NCBI Description 


chlorophyll a/b-binding protein - garden pea 




>gi_20671__emb_CAA4 9149_ (X69215) chlorophyll a/b-binding 




protein [Pisum sativum] 


Seq. No. 


398298 


Seq. ID 


LIB3431-013-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


g320618 


BLAST score 


407 


E value 


ft ft — . X ft 

9. Oe-40 


Match length 


O ft 

89 


% idpnt" i t~ v 




NCBI Description 


chlorophyll a/b-binding protein I precursor - rice 




>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 




chlorophyll a/b-binding protein [Oryza sativa] 




>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 




[Oryza sativa] 



50845 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398299 

LIB3431-013-P1-K1-B12 

BLASTX 

gll69798 

336 

2.0e-31 

85 

79 

GLUC0SE-6-PH0SPHATE ISOMERASE, CYTOSOLIC B (GPI-.B) 
(PHOSPHOGLUCOSE ISOMERASE B) (PGI-B) ( PHOSPHOHEXOSE 
ISOMERASE B) (PHI-B) >gi_63968 6_dbj_BAA0814 9_ (D45218) 
phosphoglucose isomerase (Pgi-b) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398300 

LIB3431-013-P1-K1-B2 

BLASTX 

gl32105 

501 

1.0e-52 

134 

81 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor- (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375jprf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398301 

LIB3431-013-P1-K1-B3 

BLASTN 

g6002093 

52 

9.0e-21 

63 

97 

Zizanijr -latifolia cloroplast rps4 gene for ribosomal 
protein S4 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398302 

LIB3431-013-P1-K1-B4 

BLASTX 

g488573 

600 

2.0e-62 

122 

98 

(U09463) histone H3.2 



[Medicago sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



398303 

LIB3431-013-P1-K1-B7 

BLASTX 

g3757521 



50846 



BLAST score 


331 


E value 


8 . Oe-31 


Match length 


129 


% identity 


49 


NCBI Description 


(AC005167) unknown protein [Arabidopsis 


Seq. No. 


398304 


Seq. ID 


LIB3431-013-P1-K1-B9 


MetnOa 


BLiAblN 


NCBI GI 


g4959460 


BLAST score 


35 


E value 


6. 0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


2ea mays RACB small GTP binding protein 


Seq. No. 


398305 


Seq. ID 


LIB3431-013-P1-K1-C1 


Method 


nj 7V O rpv 

BLASTX 


NCBI GI 


g2632254 


BLAST score 


198 


E value 


1.0e-15 


Match length 


78 


% identity 


51 


NCBI Description 


(Y12465)' serine/threonine kinase [Sorghi 


Seq. No. 


398306 


Seq. ID 


LIB3431-013-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


gl70131 


BLAST score 


375 


E value 


6. Oe-36 


Match length 


150 


% identity 


53 


NCBI Description 


(M55322) nbosomal protein 30S subunit 


Seq. No. 


398307 


Seq. ID 


LIB3431-013-P1-K1-C11 


Method 


BLASTN 


NCBI GI 


g596079 


BLAST score 


42 


E value 


3.0e-14 


Match length 


42 


% identity 


100 


NCBI Description 


Zea mays thiamine biosynthetic enzyme (' 




complete cds 


Seq. No. 


398308 


Seq. ID 


LIB3431-013-P1-K1-C4 


Method 


OTA O ipv 

BLASTX 


NCBI GI 


g3789952 


BLAST score 


645 


E value 


1.0e-67 


Match length 


127 


% identity 


98 



(thil-2) mRNA, 



NCBI Description. 



(AF094775) 
sativa] 



50847 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398309 

LIB3431-013-P1-K1-C5 

BLASTX 

g!31225 

511 

6.0e-52 

111 

88 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398310 

LIB3431-013-P1-K1-C6 

BLASTX 

g461899 

184 

1.0e-13 

116 

40 

PEPT IDYL- PROLYL CIS-TRANS ISOMERASE, CHLOROPLAST PRECURSOR 
(PPIASE) (ROTAMASE) (CYCLOPHILIN) (CYCLOSPORIN A-BINDING 

PROTEIN) >gi_1076368j?ir B53422 peptidylprolyl isomerase 

(EC 5.2.1.8) ROC4 - Arabidopsis thaliana >gi_405131 
(L14845) cyclophilin [Arabidopsis thaliana] >gi_1322278 
(U42724) cyclophilin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value > 

Match length 

% identity 

NCBI Description 



398311 

LIB3431-013-P1-K1-C7 

BLASTX 

g3914466 

199 

2.0e-15 

36 

97 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
(PSI-N) >gi_2981214 (AF052429) photosystem I complex PsaN 
subunit precursor [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398312 

LIB3431-013-P1-K1-C9 

BLASTX 

g4512653 

225 

2.0e-18 

51 

82 

(AC007048) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID. 
Method 
NCBI GI 
BLAST score 
E value 



398313 

LIB3431-013-P1-K1-D10 

BLASTX 

gl21343 

729 

2.0e-77 



50848 



Match length 

% identity 

NCBI Description 



t s 

sasr 



51 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138 
99 

GLUTAMINE SYNTHETASE SHOOT ISOZYME, CHLOROPLAST PRECURSOR 
(GLUTAMATE — AMMONIA LIGASE) (CLONE LAMBDA-GS31) 

>gi_68598_pir AJRZQD glutamate — ammonia ligase (EC 

6.3.1.2) delta precursor, chloroplast - rice 
>gi_20370_emb_CAA32462_ (X14246) precursor chloroplastic 
glutamine synthetase (AA -4 6 to 382) [Oryza sativa] 

398314 

LIB3431-013-P1-K1-D11 

BLASTX 

g3789952 

566 

1.0e-58 

127 
94 

(AF094775) 
sativa] 



chlorophyll a/b-binding protein presursor [Oryza 



398315 

LIB3431-013-P1-K1-D12 

BLASTX 

g3913240 

401 

5.0e-39 

94 

90 

MAGNESIUM-CHELATASE SUBUNIT CHLD PRECURSOR 
(MG-PROTOPORPHYRIN IX CHELATASE) (MG-CHELATASE SUBUNIT D) 
>gi_2239151_emb_CAA71128_ (Y10022) CHLD magnesium chelatase 
subunit [Nicotiana tabacum] 

398316 

LIB3431-013-P1-K1-D2 

BLASTX 

gl32105 

178 

2.0e-13 

55 

67 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375jprf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



398317 

LIB3431-013-P1-K1-D3 

BLASTX 

g82080 

383 

6.0e-37 



50849 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI-GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



107 
67 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872j?rf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

398318 

LIB3431-013-P1-K1-D5 

BLASTX 

g417260 

421 

2.0e-41 

128 

66 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003j?ir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 

398319 

LIB3431-013-P1-K1-D9 

BLASTX 

gl00615 

732 

8.0e-78 

143 

96 

ribulose-bisphosphate carboxylase activase A short form 

precursor - barley >gi_167091 (M554 47) ribulose 

1, 5-bisphosphate carboxylase activase [Hordeum vulgare] 

398320 

LIB3431-013-P1-K1-E1 

BLASTX 

g671740 

558 

2.0e-57 

107 

96 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 

398321 

LIB3431-013-P1-K1-E10 

BLASTX 

g3126854 

705 

1.0e-74 

133 

99 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
398322 

LIB3431-013-P1-K1-E11 

BLASTX 

gll5787 

699 

6.0e-74 



50850 



Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134 
100 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461j?ir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

398323 

LIB3431-013-P1-K1-E12 

BLASTX 

g3345477 

362 

2.0e-34 

115 

63 

(AB016283) carbonic anhydrase 



[Oryza sativa] 



398324 

LIB3431-013-P1-K1-E2 

BLASTN 

g409579 

55 

4.0e-22 

144 

90 

Rice cbpl gene for serine carboxypeptidase I, complete cds 
398325 

LIB3431-013-P1-K1-E3 

BLASTX 

g283038 

357 

3.0e-34 

75 

91 

chlorophyll a/b-binding protein (cab-m7) precursor - maize 
>gi_22230_emb_CAA37474_ (X53398) light harvesting 
chlorophyll a /b binding protein [Zea mays] 

398326 

LIB3431-013-P1-K1-E4 

BLASTX 

g3582333 . 

539 

7.0e-62 

142 

84 

(AC0054 96) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



398327 

LIB3431-013-P1-K1-E5 

BLASTX 

gl32105 

614 

6.0e-64 
132 



50851 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length,.. 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj JBAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

398328 

LIB3431-013-P1-K1-E7 

BLASTX 

g!777312 

259 

2.0e-22 

75 

65 

(D30622) novel serine/threonine protein kinase [Arabidopsis 
thaliana] - 

398329 

LIB3431-013-P1-K1-E9 

BLAST N 

g4680189 

169 

5.0e-90 

185 

98 

Oryza sativa subsp. indica putative dnaJ-like protein, 
putative myb-related protein, putative farnesyl 
pyrophosphate synthase, and hypothetical protein genes, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398330 

LIB3431-013-P1-K1-F10 

BLASTN 

g2306980 

103 

6.0e-51 

163 

91 

Oryza sativa photosystem I 
complete cds 



antenna protein (Lhca) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398331 

LIB3431-013-P1-K1-F11 

BLASTX ^ 

g3914603 

684 

3.0e-72 

134 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 
(U74321) ribulose-1, 5-bisphosphate carboxylase/oxygenase 



50852 



activase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398332 

LIB3431-013-P1-K1-F2 

BLASTX 

g2290681 

178 

7.0e-25 

145 

46 

(AF000135) acidic cellulase [Citrus sinensis] 
398333 

LIB3431-013-P1-K1-F3 

BLASTX 

gl777312 

382 

8.0e-37 

108 

66 

(D30622) novel serine/threonine protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398334 

LIB3431-013-P1-K1-F7 

BLASTX . 

g!729971 

327 

2.0e-30 

99 

69 

TONOPLAST INTRINSIC PROTEIN, GAMMA (GAMMA TIP) 

(AQUAPORIN-TIP) >gi_1076745_pir S52004 gamma-Tip protein 

rice >gi_473997_dbj_BAA05017_ (D25534) gamma-Tip [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398335 

LIB3431-013-P1-K1-F8 

BLASTX 

g4079798 

293 

2.0e-26 

104 

59 

(AF052203) 
sativa] 



23 kDa polypeptide of photosystem II [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398336 

LIB3431-013-P1-K1-G1 

BLASTX 

g2072555 

228 

1.0e-18" 

44 

98 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 



50853 



protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398337 

LIB3431-013-P1-K1-G3 

BLASTX 

g347451 

536 

7.0e-55 

117 

86 

(L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 
sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Descript 



398338 

LIB3431-013-P1-K1-G4 
BLASTX 
gl32105 
665 

6.0e-70 
144 
88 

ion RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375 _j?rf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


398339 




Seq. ID 


LIB3431- 


■013-P1-K1-G6 


Method 


BLASTN 




NCBI GI 


g20262 




BLAST score 


157 




E value 


&,0e-83 




Match length 


f&7 




% identity 


96 




NCBI Description 


0. sativa 


l light-induced mRNA 


Seq. No. 


398340 




Seq. ID 


LIB3431- 


013-P1-K1-G8 


Method 


BLASTX 




NCBI GI 


g729668 




BLAST score 


245 




E value 


6.0e-21 




Match length 


83 




% identity 


55 




NCBI Description 


HI STONE 


HI >gi_2147479_pir_ 



drought-inducible - Lycopersicon pennellii >gi_436823 
(U01890) Solanum pennellii histone HI [Solanum pennellii] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



398341 

LIB3431-013-P1-K1-G9 

BLASTX 

g4469021 



50854 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



245 

1.0e-20 

72 

69 

(AL035602) hypothetical protein [Arabidopsis thaliana] 
398342 

LIB3431-013-P1-K1-H1 

BLASTN 

g3041776 

60 

2.0e-25 

88 

92 

Oryza sativa mRNA for fructose-1, 6-bisphosphatase 
(plastidic isoform) , complete cds 

398343 

LIB3431-013-P1-K1-H11 

BLASTX 

g3789954 

368 

4.0e-35 

110 

68 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398344 

LIB3431-013-P1-K1-H12 

BLASTX 

g4079798 

376 

5.0e-36 

125 

62 

(AF052203) 
sativa] 



23 kDa polypeptide of phot osys tern II [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398345 

LIB3431-013-PlrKl-H3 

BLASTN 

g2072554 

102 

2.0e-50 

118 

97 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



398346 

LIB3431-013-P1-K1-H5 

BLASTX 

g2586083 

206 

2.0e-17 
117 



50855 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43 

(U72725) receptor kinase-like protein [Oryza 
longistaminata] 

398347 

LIB3431-013-P1-K1-H9 

BLASTX 

g2407281 

709 

4.0e-75 

133 

99 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

398348 

LIB3431-014-P1-K1-A10 

BLASTX 

gl20657 

540 

2.0e-55 

135 

81 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_66024_pir DEZMG3 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast - 
maize >gi_168479 (M18976) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] >gi_763035_emb_CAA33455_ (X15408) 
glyceraldehyde-3-phosphate dehydrogenase [Zea mays] 

398349 

LIB3431-014-P1-K1-A4 

BLASTX 

gl31225 

220 

4.0e-18 

68 

69 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 

398350 

LIB3431-014-P1-K1-A5 

BLASTX 

g2072555 

214 

3.0e-17 

44 

91 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 



398351 



50856 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-014-P1-K1-A6 

BLASTX 

g3913018 

321 

7.0e-30 

80 

84 

FRUCTOSE-BISPHOSPHATE ALDOLASE, 
(ALDP) >gi_218155_dbj_BAA02730_ 
aldolase [Oryza sativa] 



CHLOROPLAST PRECURSOR 
(D13513) chloroplastic 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398352 

LIB3431-014-P1-K1-A7 

BLASTX 

g3551958 

267 

1.0e-25 

87 

71 

(AF082032) senescence-associated protein 12 [Hemerocallis 
hybrid cultivar] 



Seq. No. 


398353 


Seq. ID 


LIB3431-014-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


g3158476 


BLAST score 


348 


E value 


6.0e-33 ->•<• 


Match length 


93 


% identity 


69 


NCBI Description 


(AF067185) aquaporin 2 [Samanea saman] 


Seq. No. 


398354 


Seq. ID 


LIB3431-014-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


505 


E value 


3.0e-51 


Match length 


110 


% identity 


85 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



AIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj__BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

398355 

LIB3431-014-P1-K1-B11 

BLASTX 

g4559339 

610 

1.0e-63 
138 



50857 



% identity 

NCBI Description 



86 

(AC007087) putative ATP-dependent RNA helicase [Arabidopsis 
thaliana] 





Seq, No. 


398356 




Seq. ID 


LIB34 31-014 -PI -K1-B12 




Method 


BLASTX 




NCBI, GI 


gl001794 




BLAST score 


161 




E value • 


4 . Oe-11 




Match length 


41 




% identity 


71 




NCBI Description 


(D64005) hypothetical 




Seq. No. 


398357 




Seq. ID 


LIB3431-014-P1-K1-B2 




Method 


BLASTN 




NCBI GI 


g5478796 




BLAST score 


57 


O 


E value 


1.0e-23 


go 


Match length 


73 


m 


% identity 


96 


& » 


NCBI Description 


Oryza sativa CAO mRNA 


CO 




cds 



b synthase, partial 





Seq. No. 


398358 


r— 


Seq. ID 


LIB3431-014-P1-K1-B3 


yi 


Method 


BLASTN 


NCBI GI 


g!9094 


B 


BLAST score 


46 




E value 


6.0e-17 


O 


Match length 


54 




% identity 


96 




NCBI Description 


H.vulgare mRNA PsaN for phot osys tern I subunit N 




Seq. No. 


398359 




Seq. ID 


LIB3431-014-P1-K1-B6 




Method 


BLASTX 




NCBI GI 


g4741205 




BLAST score 


395 




E value 


2.0e-38 




Match length 


107 




% identity 


64 




NCBI Description 


(AL04 974 6) putative protein [Arabidopsis thaliana] 




Seq. No. 


398360 




Seq. ID 


LIB3431-014-P1-K1-B8 




Method 


BLASTX 




NCBI GI 


gl262849 




BLAST score 


26$ 




E value 


1.0e-25 




Match length 


64 




% identity 


95 




NCBI Description 


(U51633) type 1 light-harvesting chlorophyll a/b-binding 



polypeptide [Pinus palustris] 



Seq. No. 



398361 



50858 



Seq. ID 


LIB34 J1-U14 -P1-K1-C1 


Metnoa 


BLASTN 


NCBI GI 


g3063523 


BLAST score 


45 


E value 


6.0e-17 


Match length 


4 9 


% identity 


98 


NCBI Description 


Oryza sativa ribulose 1, 5-bisphosphate carboxylase small 


subunit mRNA/ complete cds 


Seq. No-. 


398362 


Seq. ID 


t td*3/i "31 ni /i ni vi r»i rk 
LIBJ4 31-U14-P1-K1-C1U 


Method 


DT 7\ CTM 

dLAo 1 N 


NCBI GI 


«"JOOCOQ1 

gooooo y l 


BLAST score 


41 


E value. 


5.0e-14 


Match length 


85 


% identity 


87 


NCBI Description 


Oryza sativa photosystem-1 F subunit precursor (PSI-F) 




mRNA, complete cds 


Seq. No. 


398363 


Seq. ID 


LI Bo 4 J1-U14-P1-K1-C11 


Metnoa 


BLASTX 


NCBI GI 


g3122914 


BLAST score 


213 


E value 


6.0e-17 


Match length 


147 


% identity 


31 


NCBI Description 


VALYL-TRNA SYNTHETASE (VALINE — TRNA LIGASE) (VALRS) 




>gi_1890130_gb_AAB49704 . 1_ (U89986) valyl tRNA synthetase 




[Arabidopsis thaliana] 


Seq. No. 


398364 


Seq. ID 


LIB3431-014-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g3126854 ' 


BLAST score 


609 


E value 


2 . Oe-63 


Match length 


119 


% identity 


96 


NCBI Description 


(AF061577) chlorophyll a/b binding protein [Oryza sativa] 


Seq. No. 


398365 


Seq. ID 


t moyin r\~\ A r»i vi r* ^ 

LIB34 31-014-P1-K1-C / 


Method 


BLASTN 


NCBI GI 


g312oo5 3 


BLAST score 


1 "7 O 

17^ 


E value 


7.0e-92 


Match length 


210 


% identity 


100 


NCBI Description 


Oryza sativa chlorophyll a/b binding protein (RCABP89) 




mRNA, nuclear gene encoding chloroplast protein, complete 




cds 


Seq. No. 


398366 


Seq. ID 


LIB3431-014-P1-K1-C8 



50859 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3126854 

707 

8.0e-75 

137 

97 

(AF061577) 



chlorophyll a/b binding protein [Oryza sativa] 



398367 

LIB3431-014-P1-K1-D1 

BLASTX 

gl931640 

445 

4.0e-44 

125 
61 

(U95973) Serine carboxypeptidase isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398368 

LIB3431-014-P1-K1-D10 

BLASTN 

gl835730 

288 

I.0e-161 

308 >*V : 

99 

Oryza sativa photosystem II 10 kDa polypeptide mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398369 

LIB3431-014-P1-K1-D11 

BLASTX 

gl9184 

498 

4.0e-51 

125 

82 

(X61287) Type I (26 kD) 
esculentum] 



CP29 polypeptide [Lycopersicon 



Seq. No. : 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398370 

LIB3431-014-P1-K1-D12 

BLASTX 

g2280518 

157 

2.0e-10 

116 

31 

(AB005878) BYJ15 [Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



398371 

LIB3431-014-P1-K1-D2 

BLASTX 

g854731 

662 

1.0e-69 



50860 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST- score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140 
94 



(U19183) acetyl-coenzyme A carboxylase [Zea mays] 



398372 

LIB3431-014-P1-K1-D3 

BLASTX 

g2306981 

480 

4.0e-48 

101 

83 

(AF010321) "photosystem 



I antenna protein [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 



398373 

LIB3431-014-P1-K1-D4 
BLASTN 
gl835730 
73 

8.0e-33 
89 
96 

Oryza sativa photosystem II 10 kDa polypeptide mRNA, 
complete cds 

398374 

LIB3431-014-P1-K1-D5 

BLASTX 

g2160322 

281 

5.0e-25 

66 

85 

(D16139) cytokinin binding protein CBP57 [Nicotiana 
sylvestris] 

398375 

LIB3431-014-P1-K1-D9 

BLASTX 

gl32105 

304 

1.0e-27 

78 

79 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

398376 

LIB3431-014-P1-K1-E1 
BLASTX 



50861 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3914603 
664 

6.0e-70 

130 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 
(U74321) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase [Oryza sativa] 



Oarr \T/-\ 

oeq • jno ■ 


J jo J / / 


Seq. ID 


LIB J4 J1-U14-P1-K1-E1U 


Method 


BLASTX 




gouzoioy 


DbAoi score 


400 


E value 


3.0e-45 


Match length 


141 


% identity 


61 


NCBI Description 


HYPOTHETICAL o/.l KD PROTEIN SLL1 / /0 




>gi_1652753_dbj_BAA17672_ (D90908) ABCl-like [< 




sp. ] 


Seq. No. 


398378 


Seq. ID 


LIB34 31-U14-P1-K1-E11 


Method 


BltAblA 


NCBI GI 


g2894534 


BLAST score 


746 


E value 


2.0e-79 


Match length 


146 


% identity 


99 


NCBI Description 


(AJ224327) aquaporin [Oryza sativa] 


Seq. No. 


398379 


Seq. ID 


LIdo4o1-U14-P1-K1-E1<£ 


Method 


r>r TV prnv 




go 0*1 04 / / 


BLAST score 


534 - ■ 


E value 


1.0e-54 


Match length 


149 


% identity 


70 


NCBI Description 


(AB016283) carbonic anhydrase [Oryza sativa] 


Seq. No. 


398380 


Seq. ID 


LIB3431-014-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 


E value 


9,0e-20 


Match length 


44 


% identity 


100 


NCBI Description 


(AF001396) metallothionein-like protein [Oryza 



>gi_6103441_gb_AAF03603.1_ 
protein [Oryza sativa] 



(AF14778 6) metallothioneinrlike 



Seq. No. 
Seq. ID 
Method 



398381 

LIB3431-014-P1-K1-E4 
BLASTX 



50862 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll5787 
236 

5.0e-20 

67 

81 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) : 
[Oryza sativa] 



oeg. wo. 


J Z7 0 JOZ 


OC4. XU 


T TR^4^1 -D 1 4 -PI —PCI -FR 


lie LHvU 




NCBI GI 


g3808101 


BLAST score 


306 


E value 


7.0e-28 


Match length 


75 


% identity 


85 . 


NCBI Description 


(AJ012165) chloroplast protease 


Seq. No. 


398383 


Seq. ID 


LIB3431-014-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g82080 


BLAST score 


501 


E value 


1.0e-50 


Match length 


137 


% identity 


69 


NCBI Description 


chlorophyll a/b-binding protein 



>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 



Seq. No. 


398384 


Seq. ID 


LIB3431-014-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


g2407279 


BLAST score 


575 


E value 


2.0e-59 


Match length 


117 


% identity 


93 


NCBI Description 


(AF017362) aldolase [Oryza sativa 


Seq. No. 


398385 


Seq. ID 


LIB3431-014-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


g2982362 


BLAST score 


479 


E value 


4.0e-48 


Match length 


103 


% identity 


85 


NCBI Description 


(AF053311) glutathione peroxidase 


Seq. No. 


398386 


Seq. ID 


LIB3431-014-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g548605 



50863 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



608 

3.0e-63 

133 

91 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398387 

LIB3431-014-P1-K1-F10 

BLASTX 

g3548815 

254 

1.0e-21 

109 

50 

(AC005313) similar to axoneme-associated protein mstlOl 
[Arabidopsis thaliana] ;• 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398388 

LIB3431-014-P1-K1-F11 

BLASTX 

g!903364 

296 

1.0e-26 

145 

43 

(AC000104) 
thaliana] 



EST gb_T45093 comes from this gene. [Arabidopsis 



Seq. No. 


398389 


Seq. ID 


LIB3431-014-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


g3738285 


BLAST score 


320 


E value 


2.0e-29 


Match length 


101 


% identity 


61 


NCBI- Description 


(AC005309) unknown protein [Arabidopsis thaliana] 


Seq. No. 


398390 


Seq. ID 


LIB3431-014-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g3548815 


BLAST score 


255 


E value 


6.0e-22 


Match length 


105 


% identity 


48 


NCBI Description 


(AC005313) similar to axoneme-associated protein mstlOl 




[Arabidopsis thaliana] 


Seq. No. 


398391 


Seq. ID 


LIB3431-014-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


gl346771 



50864 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



778 

4.0e-83 

158 

91 

PHOSPHOENOLPYRUVATE C ARBOX Y K I N AS E [ATP] 

>gi_1086il7_pir S52988 phosphoenolpyruvate carboxykinase 

(PCK1) - Urochloa panicoides >gi_607752 (U09241) 
phosphoenolpyruvate carboxykinase [Urochloa panicoides] 

398392 

LIB3431-014-P1-K1-F9 

BLASTX 

g3789954 

328 

7.0e-31 

66 

94 

(AF094776) chlorophyll a/b-binding protein precursor [Oryz 
satival 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398393 

LIB3431-014-P1-K1-G1 

BLASTX 

g2501189 

464 

1.0e-46 

101 

88 

THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_213014 6_pir S61419 thiamine biosynthetic enzyme thil- 

- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 



Seq. No. 


398394 


Seq. ID 


LIB3431-014-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


g2626753 


BLAST score 


376 


E value 


4.0e-36 


Match length 


109 


% identity 


67 


NCBI Description 


(AB008782) sulfate transporter 


Seq. No. 


398395 


Seq. ID 


LIB3431-014-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


gl769887 


BLAST score 


456 


E value 


1.0e-45 


Match length 


110 


% identity 


76 


NCBI Description 


(X95736) amino acid permease 6 


Seq. No. 


398396 


Seq. ID 


LIB3431-014-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


g3913018 



[Arabidopsis thaliana] 



50865 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



809 

8.0e-87 

154 

99 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
(ALDP) >gi_218155_dbj_BAA02730_ (D13513) chloroplastic 
aldolase [Oryza sativa] 

398397 

LIB3431-014-P1-K1-G4 

BLASTN 

g20262 

205 

l.Oe-111 

273 

94 

0. sativa light-induced mRNA 
398398 

LIB3431-014-P1-K1-G5 

BLASTX 

g3288821 

655 

1.0e-68 

143 

86 

(AF063901) alanine :glyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 
>gi_4733989_gb_AAD28669.1_AC007209_5 (AC007209) 
alanine-glyoxylate aminotransferase [Arabidopsis thaliana] 

398399 

LIB3431-014-P1-K1-G6 

BLASTX 

g462195 

516 

2.0e-52 

115 

88 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

>gi_100682_pir S21636 GOS2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) GOS2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 

398400 

LIB3431-014-P1-K1-G7 

BLASTX 

g283039 

175 

1.0e-17 

63 

76 

gene iojap protein - maize >gi_2234 9_emb_CAA78772_ (Z15063) 
putative iojap protein [Zea mays] 



Seq. No. 



398401 



50866 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-014-P1-K1-H1 

BLASTX 

g729477 

331 

9.0e-31 

133 

50 

FERREDOXIN — NADP REDUCTASE PRECURSOR (FNR) 

>gi_320548_pir A44974 ferredoxin — NADP+ reductase (EC 

i. 18. 1.2) precursor - common ice plant >gi_167256 (M25528) 
ferredoxin-NADP+ reductase precursor (fnrA; EC 1.6.7.1) 

[Mesembryanthemum crystallinum] >gi_226768_prf 1604475A 

ferredoxin NADP reductase [Mesembryanthemum crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398402 

LIB3431-014-P1-K1-H11 

BLASTX 

g266893 

768 

5.0e-82 

151 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) 

>gi_322416_pir S28172 ribulose-bisphosphate carboxylase 

activase - cucumber >gi_18284_emb_CAA47 906_ (X67674) 
rubisco activase [Cucumis sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398403 

LIB3431-014-P1-K1-H3 

BLASTN 

g3075487 

281 

1.0e-157 

285 

100 

Oryza sativa chlorophyll a/b-binding protein 
mRNA, complete cds 



(RCABP69) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398404 

LIB3431-014-P1-K1-H4 

BLASTX 

g4056507 

267 

3.0e-23 

85 

62 

(AC005896) putative RNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



398405 

LIB3431-014-P1-K1-H5 

BLASTX 

g320618 

635 

2.0e-66 
138 



50867 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



87 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

398406 

LIB3431-014-P1-K1-H6 

BLASTX 

g606817 

64 9 

3.0e-71 

147 

95 

(U08404) carbonic anhydrase [Oryza sativa] 
>gi_5917783_gb_AAD56038 . 1_AF182806_1 (AF182806) carbonic 
anhydrase 3 [Oryza sativa] 

398407 

LIB3431-014-P1-K1-H8 

BLASTX 

g4666287 

581 

3.0e-60 

121 

97 

(D85764) cytosolic monodehydroascorbate reductase [Oryza 
sativa] 



Seq. No. 


398408 


Seq. ID 


LIB3431-014-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


g3075488 


BLAST score 


694 


E value 


5.0e-76 


Match length 


147 


% identity 


97 


NCBI Description 


(AF058796) chlorophyll a, 


Seq. No. 


398409 


Seq. ID 


LIB3431-014-P1-N1-A3 


Method 


BLASTN 


NCBI GI 


g3789951 


BLAST score 


88 


E value 


7.0e-42 


Match length 


213 


% identity 


85 


NCBI Description 


Oryza sativa chlorophyll 



(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

Seq. No. 398410 

Seq. ID LIB3431-014-P1-N1-A6 

Method BLASTN 

NCBI GI g218154 

BLAST score 65 



50868 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-28 

80 

98 

Oryza sativa gene for cytoplasmic aldolase, complete cds, 
clone :Aldp 

398411 

LIB3431-014-P1-N1-B10 

BLASTX 

g347451 

207 

2.0e-16 

39 

100 

(L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398412 

LIB3431-014-P1-N1-B12 

BLASTX 

g!001794 

168 

6.0e-12 

41 

73 

(D64005) hypothetical protein [Synechocystis sp.] 
398413 

LIB3431-014-P1-N1-B3 

BLASTX 

g3914466 

302 

2.0e-27 

71 

79 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
(PSI-N) >gi_2981214 (AF052429) photosystem I complex PsaN 
subunit precursor [Zea mays] 

398414 

LIB3431-014-P1-N1-B8 

BLASTN 

g20181 

138 

1.0e-71 

145 

99 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



398415 

LIB3431-014-P1-N1-C1 

BLASTN 

g218207 

94 

1.0e-45 
138 



50869 



% identity 

NCBI Description 



92 

Oryza sativa mRNA for the small subunit of 

ribiilose-1, 5-bisphosphate carboxylase, complete cds, clone 







Seq. No. 


398416 


Seq. ID 


LIB3431-014-P1-N1-C10 


Metnoo 


DT 7\ OTV 


NCBI GI 


gooooo yz 


BLAST score 


342 


E value 


4 . ue~ 


Match length 


c c 
DO 


% identity 


100 


NOBi Description 


tAEuyjoJ4; pnotosystem-i 


Seq. No. 


398417 


Seq. ID 


LIB3431-014-P1-N1-C2 


Metnoa 


QT lip TV 


NCBI GI 


gol2oo34 


BLAST score 


272 


E value 


d . oe-^4 


Match length 


57 


% identity 


93 


NCBI Description 


(AFUolo / / ) cnloropnyii a, 


Seq. No. 




Seq. ID 


LIB3431-014-P1-N1-C / 


Method 


BLASTN 


NCBI GI 


g3126853 


BLAST score 


1 A C 

14o 


E value 


8 . Oe-76 


Match length 


207 


% identity 


y / 


NCBI Description 


Oryza sativa chlorophyll 




mRNA, nuclear gene encod: 




cas 


Seq. No. 


398419" 


Seq. ID 


LIB3431-014-P1-N1-C8 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


456 


E value 


y . oe-4 d 


Match length 


103 


% identity 


94 


NCBI Description 


(AF061577) chlorophyll a, 


Seq. No. 


398420 


Seq. ID 


LIB3431-014-P1-N1-D10 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


236 


E value 


6.0e-20 


Match length 


56 


% identity 


82 



F subunit precursor [Oryza sativa] 



NCBI Description (U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 



50870 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398421 

LIB3431-014-P1-N1-D11 

BLASTX 

g733454 

210 

1.0e-16 

48 

85 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

398422 

LIB3431-014-P1-N1-D3 

BLASTX 

g99486 

275 

4.0e-24 

67 

79 

chlorophyll a/b-binding protein (clone pINEab 31) - Scotch 
pine >gi_20792_emb_CAA41406_ (X58516) Type II chlorophyll 
/b-binding protein [Pinus sylvestris] 



Seq. No. 


398423 


Seq. ID 


LIB3431-014-P1-N1-D6 


Method 


BLASTN 


NCBI GI 


gl.68525 


BLAST score 


37 


E value 


3.0e-ll 


Match length 


53 


% identity 


92 


NCBI Description 


Zea mays nucleic acid-binding protein (NBP) 


Seq. No. 


398424 


Seq. ID 


LIB3431-014-P1-N1-D8 


Method 


BLASTX 


NCBI GI 


g80783 


BLAST score 


190 'y- 


E value 


3.0e-14 


Match length 


120 


% identity 


36 


NCBI Description 


hypothetical 31. 7K protein (aphE region) - Streptomyces 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



griseus >gi_153164 (M37378) 

streptomycin-3 1 -phosphotransferase [Streptomyces griseus] 
398425 

LIB3431-014-P1-N1-D9 

BLASTX 

g671740 

225 

2.0e-18 

44 

98 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 



398426 



50871 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-014-P1-N1-E1 

BLASTX 

gl32166 

149 

1.0e-09 

31 

81 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) 

>gi_81660_pir S04048 ribulose-bisphosphate carboxylase 

activase precursor - Arabidopsis thaliana 
>gi_16471_emb_CAA32429_ (X14212) rubisco activase (AA 1 
473) [Arabidopsis thaliana] 





Seq. No. 


398427 




Seq. ID 


LIB3431-014-P1-N1-E11 




Method 


BLASTX 




NCBI GI 


g2696804 


rt 


BLAST score 


308 


E value 


4 . Oe-^o 




Match length 


56 


m 


% identity 


100 


GO 


NCBI Description 


(AB009665) water channel 


■F 


Seq. No. 


398428 




Seq. ID 


LIB3431-014-P1-N1-E12 




Method 


BLASTN 


m 


NCBI GI 


g606816 


s 


BLAST score 


350 




E value 


0 . 0e+00 


?=% 


Match length 


364 


8 - 


% identity 


99 


Ljl 
F=* 


NCBI Description 


Oryza sativa chloroplast 






cds 


O 


Seq. No. 


398429 




Seq. ID 


LIB3431-014-P1-N1-E2 




Method 


BLASTN 




NCBI GI 


g2072554 




BLAST score 


343 




E value 


0.0e+00 




Match length 


377 




% identity 


98 




NCBI Description 


Oryza sativa metallothioi 






cds 




Seq. No. 


398430 




Seq. ID 


LIB3431-014-P1-N1-E4 




Method 


BLASTX 




NCBI GI 


g3036951 




BLAST score 


233 




E value 


2.0e-19 




Match length 


57 




% identity 


93 



complete 



NCBI Description 



(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 



50872 



cn 

s 

E 

o 



Seq. No. 


398431 


Seq. ID 


LIB3431-014-P1-N1-E5 


Method 


BLASTX 


NCBI GI 


g3808101 


BLAST score 


181 


E value 


2.0e-13 


Match length 


43 


% identity 


84 


NCBI Description 


(AJ012165) chloroplast protease [Capsicum annuum] 


Seq. No. 


398432 


Seq. ID 


LIB3431-014-P1-N1-E8 


Method 


BLASTX 


NCBI GI 


g2407279 


BLAST score 


200 


E value 


8.0e-25 


Match length 


67 


% identity 


93 


NCBI Description 


(AF017362) aldolase [Oryza sativa] . 


Seq. No. 


398433 


Seq. ID 


LIB34 31-014 -P1-N1-E9 


Method 


BLASTX 


NCBI GI 


g2982362 


BLAST score 


494 


E value 


6.0e-50 


Match length 


100 


% identity 


89 


NCBI Description 


(AF053311) glutathione peroxidase [Zantedeschia aethiop: 


Seq. No. 


398434 


Seq. ID 


LIB3431-014-P1-N1-F1 


Method 


BLASTX 


NCBI GI 


g548605 


BLAST score 


232 


E value 


1.0e-20 


Match length 


64 


% identity 


88 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055jpir A48527 photosystern I protein psaK precursor 

- barley >gi_304220 (L12707) photosystern I PSI-K subunit 
[Hordeum vulgar e] 

398435 

LIB3431-014-P1-N1-F5 

BLASTN 

gll957 

63 

7.0e-27 

143 

43 

Rice complete chloroplast genome 
398436 

LIB3431-014-P1-N1-F6 
BLASTX 



50873 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl346771 
189 

2.0e-17 

67 

78 

PHOS PHOENOLP YRUVATE CARBOXYKINASE [ATP] 

>gi_1086117_pir S52988 phosphoenolpyruvate carboxykinase 

(PCK1) - Urochloa panicoides >gi_607752 (U09241) 
phosphoenolpyruvate carboxykinase [Urochloa panicoides] 



e v st 



til 



Q 

y 
o 



Seq. No. 


398437 


Seq. ID 


LIB3431-014-P1-N1-F9 


Method 


BLASTX 


NCBI GI 


g3789954 


BLAST score 


277 


E value 


2.0e-24 


Match length 


54 


% identity 


94 


NCBI Description 


(AF094776) chlorophyll a/b-1 




sativa] 


Seq. No. 


398438 


Seq. ID 


LIB3431-014-P1-N1-G2 


Method 


BLASTX 


NCBI GI 


g2407279 


BLAST score 


149 


E value 


2.0e-ll 


Match length 


45 


% identity 


81 


NCBI Description 


(AF017362) aldolase [Oryza ; 


Seq. No. 


398439 


Seq. ID 


LIB3431-014-P1-N1-G4 


Method 


BLASTN 


NCBI GI 


g20262 


BLAST score 


300 


E value 


1.0e-168 


Match length 


345 


% identity 


97 


NCBI Description 


0. sativa light-induced mRNA 


Seq. No. 


398440 


Seq. ID 


LIB3431-014-P1-N1-G6 


Method 


BLASTN 


NCBI GI 


g3789949 


BLAST score 


142 


E value 


2.0e-74 


Match length 


146 


% identity 


99 


NCBI Description 


Oryza sativa translation in: 




complete cds 


Seq. No. 


398441 


Seq. ID 


LIB3431-014-P1-N1-G7 


Method 


BLASTX 


NCBI GI 


g283039 


BLAST score 


157 



50874 



,E value 2.0e-10 
Match length 39 
% identity 79 

NCBI Description gene iojap protein - maize >gi_2234 9_emb_CAA78772_ (Z15063) 
putative iojap protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398442 

LIB3431-014-P1-N1-H1 
, BLASTX 
'g729478 

247 

1.0e-23 

60 

83 

FERREDOXIN — NADP REDUCTASE, LEAF ISOZYME PRECURSOR (FNR) 
>gi_442481_dbj_BAA04 616_ (D17790) f erredoxin-NADP+ 
reductase [Oryza sativa] >gi_6069649_dbj_BAA85425 . 1_ 
(AP000616) ESTs AU078647 (E1557 ) , C724 00 (E1557 ) correspond to 
a region of the predicted gene.; similar to 
ferred'oxin-NADP+ reductase (D17790) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398443 

LIB3431-014-P1-N1-H3 

BLASTN 

g3075487 

80 

5.0e-37 

205 

90 

Oryza sativa chlorophyll a/b-binding protein (RCABP69) 
mRNA, complete cds 



0 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398444 

LIB3431-014-P1-N1-H8 

BLASTX 

g4666287 

336 

1.0e-31 

65 

100 

(D85764) cytosolic monodehydrpascorbate reductase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398445 

LIB3431-014-P1-N1-H9 

BLASTN 

g3075487 

241 

1.0e-133 

253 

99 

Oryza sativa chlorophyll a/b-binding protein 
mRNA, complete cds 



(RCABP69) 



Seq. No. 398446 

Seq. ID LIB3431-015-P1-K1-A10 

Method BLASTX 



50875 



fab 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2072727 
700 

4.0e-74 

140 

97 

(Y12595) 



Fd-GOGAT protein [Oryza sativa] 



398447 

LIB3431-015-P1-K1-A11 

BLASTN 

gl398.998 

86 

8.0e-41 

173 

99 

Rice OSOEE2 gene for 23 kDa polypeptide of photosystem II, 
complete cds 

398448 

LIB3431-015-P1-K1-A12 

BLASTX 

g4138179 

338 

4.0e-32 

69 

93 

(AJ223969) elongation factor 1 alpha subunit [Malus 
domestical 



JSSSS. 

u 



Seq. No. 


398449 




Seq. ID 


LIB3431-015-P1-K1-A4 




Method 


BLASTX 




NCBI GI 


g488571 




BLAST score 


515 




E value 


2.0e-52 




Match length 


103 




'% identity 


99 




NCBI Description 


(U09462) histone H3.2 


[Medicago 


Seq. No. 


398450 




Seq. ID 


LIB3431-015-P1-K1-A5 




Method 


BLASTX 




NCBI GI 


g4138290 




BLAST score 


576 




E value 


1.0e-59 




Match length 


124 




% identity 


86 




NCBI Description 


(AJ005841) thioredoxin 


M [Oryza 


Seq. No. 


398451 




Seq. ID 


LIB3431-015-P1-K1-A6 




Method 


BLASTN 




NCBI GI 


g6015437 




BLAST score 


36 




E value 


1.0e-10 




Match length 


36 




% identity 


100 





50876 



NCBI Description 



Homo sapiens PEX1 mRNA, complete cds 



Seq. No. 


•5 no A c o 

398452 


Seq. ID 


LIB3431-015-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


g2293480 


BLAST score 


246 


E value 


3.0e-21 


Match length 


48 


% identity 


98 


NCBI Description 


(AF011331) glycine-rich protein [Oryza sativa] 


Seq. No. 


398453 


Seq. ID 


LIB3431-015-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


g3142698 


BLAST score 


534 


E value 


1.0e-54 


Match length 


129 


% identity 


71 


NCBI Description 


(AF064542) protein farnesyltransferase subunit 




[Arabidopsis thaliana] 


Seq. No. 


398454 


Seq. ID 


LIB3431-015-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


g2407281 


BLAST score 


570 


E value 


6.0e-59 


Match length 


109 


% identity 


99 


NCBI Description 


(AF017363) ribulose 1, 5-bisphosphate carboxyla: 




subunit [Oryza sativa] 


Seq. No. 




Seq. ID 


LIB3431-015-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


gll5787 


BLAST score 


438 


E value 


1.0e-43 


Match length 


97 


% identity 


86 



NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461j?ir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398456 

LIB3431-015-P1-K1-B11 

BLASTX 

g2501647 

292 

3.0e-26 

80 

69 

UROPORPHYRINOGEN DECARBOXYLASE PRECURSOR 



(UPD) 



50877 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_1362120_pir S55732 uroporphyrinogen decarboxylase - 

common tobacco >gi_1009429__emb_CAA58040_ (X82833) 
uroporphyrinogen decarboxylase [Nicotiana tabacum] 

398457 

LIB3431-015-P1-K1-B12 

BLASTN 

g218171 

236 

1.0e-130 

236 

100 

Oryza sativa mRNA for type I light-harvesting chlorophyll 
a/b binding protein of photosystem II (LHCPII), complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398458 

LIB3431-015-P1-K1-B3 
. BLASTX 
g3122724 
313 

9.0e-29 

69 

86 

60S RIBOSOMAL PROTEIN L38 >gi_2289009 (AC002335) 
protein L38 isolog [Arabidopsis thaliana] 



ribosomal 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398459 

LIB3431-015-P1-K1-B4 

BLASTX 

g347451 

173 

1.0e-12 

75 

51 

(L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



398460 

LIB3431-015-P1-K1-B9 

BLASTX 

g3193290 

213 

3.0e-17 

73 

59 

(AF069298) contains similarity to a protein kinase domain 
(Pfam: pkinase.hmm, score: 165.48), to legume lectins beta 
domain (Pfam: lectin_legB.hmm, score: 125.64) and legume 
lectins alpha domain (Pfam: lectin_legA. hmm, score: 16.72) 
[ Arab i do 

398461 

LIB3431-015-P1-K1-C10 

BLASTX 

g5007084 

706 



50878 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



8.0e-75 

137 

98 

(AF155333) NADP-specif ic isocitrate dehydrogenase [Oryza 
sativa] 



398462 

LIB3431-015-P1-K1-C11 

BLASTX 

g3885513 

237 

7.0e-20 

59 

66 

(AF084201) similar to chloroplast 
[Medicago sativa] 



SOS ribosomal protein L31 



398463 

LIB3431-015-P1-K1-C2 

BLASTX 

g2072555 

348 

7.0e-33 

62 

98 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

398464 

LIB3431-015-P1-K1-C4 

BLASTN 

g4519195 

40 

5.0e-13 

68 

90 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MQC12, complete sequence 

398465 

LIB3431-015-P1-K1-C7 

BLASTX 

gl532135 

339 

6.0e-32 

112 

60 

(U4 9442) chloroplast mRNA-binding protein CSP41 precursor 
[Spinacia oleracea] 

398466 

LIB3431-015-P1-K1-C8 

BLASTX 

g2623298 

532 

2.0e-54 



50879 



Match length 

% identity 

NCBI Description 



116 
84 

(AC002409) putative 4-alpha-glucanotransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI, GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398467 

LIB3431-015-P1-K1-C9 

BLASTX 

g386875.6 

494 

3.0e-50 

99 

91 

(D86611) catalase [Oryza sativa] 
398468 

LIB3431-015-P1-K1-D1 

BLASTX 

g!055130 

275 

3.0e-24 

126 

44 

(U39998) coded for by C. elegans cDNA yk92bll 
by C. elegans cDNA yk92bll.5; coded for by C. 
yk78c2.5; coded for by C. elegans cDNA cm9a8; 
C. elegans cDNA yk66h8.3; coded for by C 
yk78c2.3 



3; coded for 
elegans cDNA 
coded for by 
elegans cDNA 



Seq. No. 


398469 


Seq. ID 


LIB3431-015-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


437 


E value 


4.0e-58 


Match length 


114 


% identity 


92 


NCBI Description 


(AF061577) chlorophyll a/b ] 


Seq. No. 


398470 


Seq. ID 


LIB3431-015-P1-K1-D2 


Method 


BLAST N 


NCBI GI 


g20262 


BLAST score 


175 


E value 


1.0e-93 


Match length 


175 


% identity 


100 


NCBI Description 


0. sativa light-induced mRNA 


Seq. No. 


398471 


Seq. ID 


LIB3431-015-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


g347451 


BLAST score 


165 


E value 


1.0e-24 


Match length 


92 


% identity 


59 



50880 



NCBI Description 



(L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 
sativa] 



51 



h=2 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398472 

LIB3431-015-P1-K1-D5 

BLASTX 

g2196672 

444 

4.0e-44 

93 

89 

(Y08807) HMGdl [Zea mays] 
398473 

LIB3431-015-P1-K1-D7 

BLASTX 

g4455180 

184 

1.0e-13 

44 

82 

(AL035521) putative protein [Arabidopsis thaliana] 
398474 

LIB3431-015-P1-K1-D9 

BLASTX 

g3885888 

282 

3.0e-25 

63 

90 

(AF093632) high mobility group protein [Oryza sativa] 
398475 

LIB3431-015-P1-K1-E1 

BLASTN 

g295500 

50 

4.0e-19 

102 

87 

Triticum aestivum heat shock "protein 16. 9C (hspl6.9C) mRNA, 
3 1 end 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



398476 

LIB3431-015-P1-K1-E11 

BLASTN 

g6015437 

37 

3.0e-ll 

48 

66 

Homo sapiens PEX1 mRNA, complete cds 
398477 

LIB3431-015-P1-K1-E12 
BLASTN 



50881 



NCBI GI 


g5410347 


BLAST score 


40 


E value 


3.0e-13 


Match length 


56 


% identity 


93 


NCBI Description 


Sorghum bicolor BAC clone 110K5, partial 


Seq. No. 


398478 


Seq. ID 


LIB3431-015-P1-K1-E2 


Method 


BLAST N 


NCBI GI 


gl68608 


BLAST score 


43 


E value 


7.0e-15 


Match length 


67 


% identity 


91 


NCBI Description 


Maize 17S ribosomal RNA gene and flanks 


Seq. No. 


398479 


Seq. ID 


LIB3431-015-P1-K1-E3 


Method . 


BLASTX 


NCBI GI 


g3292814 


BLAST score 


169 


E value 


7.0e-12 


Match length 


47 


% identity 


74 


NCBI Description 


(AL031018) putative protein [Arabidopsis 


Seq. No. 


398480 


Seq. ID 


LIB3431-015-P1-K1-E6 


Method 


BLASTN 


NCBI GI 


g304219 


BLAST score 


33 


E value 


3.0e-09 


Match length 


65 


% identity 


88 


NCBI Description 


Hordeum vulgare chloroplast photosystem : 




mRNA, complete cds 


Seq. No. 


398481 


Seq. ID 


LIB3431-015-P1-K1-E7 


Method 


BLASTN 


NCBI GI 


g5410347 


BLAST score 


41 


E value 


1.0e-13 


Match length 


57 


% identity 


93 


NCBI Description 


Sorghum bicolor BAC clone 110K5, partial 


Seq. No. 


398482 


Seq. ID 


LIB3431-015-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


g4539333 


BLAST score 


425 


E value 


8.0e-42 


Match length 


129 


% identity 


64 


NCBI Description 


(AL035539) putative amino acid transport 



I PSK-I subunit 



50882 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



398483 

LIB3431-015-P1-K1-F10 

BLASTX 

g399213 

501 

6.0e-51 *'■ - 

119 

82 

ATP-DEPENDENT CLP PROTEASE ATP-BINDING SUBUNIT CLPA HOMOLOG 

CD4B. PRECURSOR >gi_100190_pir B35905 CD4B protein - tomato 

>gi_170435 (M32604) ATP-dependent protease (CD4B) 
[Lycopersicon esculentum] 

398484 

LIB3431-015-P1-K1-F11 

BLASTX 

g3128228 

520 

1.0e-54 

124 

88 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 

398485 

LIB3431-015-P1-K1-F2 

BLASTX 

g2497903 

220 

6.0e-18 

59 

68 

METALLOTHIONEIN-LIKE PROTEIN TYPE 2 

>gi_1752831_dbj_BAA14038.1_ (D89931) metallothionein-like 
protein [Oryza sativa] >gi_1815628 (U43530) 
metallothionein-like type 2 [Oryza sativa] 

398486 

LIB3431-015-P1-K1-F3 

BLASTX 

gll5787 

578 

6. Oe-60 

112 

98 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_824 61_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

398487 

LIB3431-015-P1-K1-F4 
BLASTX 



50883 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g82080 
422 

2.0e-41 

120 

68 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398488 

LIB3431-015-P1-K1-F8 

BLASTX 

g3885888 

230 

4.0e-19 

93 
57 

(AF093632) high mobility group protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398489 

LIB3431-015-P1-K1-G1 

BLASTX 

gl00102 

156 

3.0e-10 

86 

38 

seed protein precursor - tick bean >gi_22043__emb_CAA39696_ 
(X56240) unknown seed protein [Vicia faba] 



Seq. No. 


398490 


Seq. ID 


LIB3431-015-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


g2281089 


BLAST score 


376 


E value 


4.0e-36 


Match length 


79 


% identity 


90 


NCBI Description 


(AC002333) Sm protein F isolog [Arabidopsis thaliana] 


Seq. No. 


398491 


Seq. ID 


LIB3431-015-P1-K1-G11 


Method 


BLASTX 


NCBI GI • 


g2306981 


BLAST score 


175 


E value 


8.0e-13 


Match length 


32 


% identity 


91 


NCBI Description 


(AF010321) photosystem I antenna protein [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



398492 

LIB3431-015-P1-K1-G12 

BLASTX 

g82080 

322 

7.0e-30 
86 



50884 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



71 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

398493 

LIB3431-015-P1-K1-G2 

BLASTX 

g82080 

432 

1.0e-42 

122 

68 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872j?rf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 



398494 

LIB3431-015-P1-K1-G3 

BLASTX 

g548605 

519 

6.0e-53 

113 

91 

PHOTOSYSTEM I REACTION CENTRE 
(LIGHT-HARVESTING COMPLEX 17 



SUBUNIT X PRECURSOR 
KD PROTEIN) (PSI-K) 



>gi_539055j?ir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 

398495 

LIB3431-015-P1-K1-G4 

BLASTX 

g5295988 

177 

9.0e-13 

51 

75 

(AB003327) MADS box-like protein [Oryza sativa] 
398496 

LIB3431-015-P1-K1-G5 

BLASTX 

g5734720 

212 

6.0e-17 

100 

48 

(AC008075) Contains PF_01426 BAH (bromo-adj acent homology) 
domain. ESTs gb__N96349, gb_T42710, gb_H77084, gb_AA395147 
and gb_AA605500 come from this gene. [Arabidopsis thaliana] 

398497 

LIB3431-015-P1-K1-G6 

BLASTN 

gl002914 



50885 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

-NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40 

4.0e-13 

56 

93 

Oryza sativa cap-binding protein p26 mRNA, complete cds 



398498 

LIB3431-015-P1 

BLASTX 

gl495768 

266 

3.0e-23 

108 

51 

(Z68506) 
(IEP110) 



■K1-G7 



chloroplast inner envelope protein, 
[Pisum sativum] 



110 kD 



398499 

LIB3431-015-P1-K1-G8 

BLASTX 

gl66410 

408 

7.0e-40 

111 

69 

• (L07291) Alfin-1 [Medicago sativa] 
398500 

LIB3431-015-P1-K1-G9 

BLASTX 

g3126854 

616 

3.0e-64 

115 

100 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
398501 

LIB3431-015-P1-K1-H11 

BLASTN 

g6103440 

51 

2.0e-20 

55 

98 

Oryza sativa metallothionein-like protein (ML2) mRNA, 
complete cds 

398502 

LIB3431-015-P1-K1-H12 

BLASTN 

g3135542 

39 

1.0e-12 

67 

90 

Oryza sativa aquaporin (PIP2a) mRNA, complete cds 



50886 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398503 

LIB3431-015-P1-K1-H2 

BLASTX 

g4455180 

396 

1.0e-38 

108 

71 

(AL035521) putative protein [Arabidopsis thaliana] 
398504 

LIB3431-015-P1-K1-H3 

BLASTX 

g3913811 

704 

1.0e-74 

141 

99 

GLUTAMYL- TRNA REDUCTASE PRECURSOR (GLUTR) 
>gi_2920320_dbj_BAA25003_ (AB011416) glutamyl-tRNA 
reductase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398505 

LIB3431-015-P1-K1-H6 v 

BLASTN 

g2072554 

212 

1.0e-116 

260 

96 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 
Seq. ID 
Method ' 
NCBI GI 
BLAST score 
E value 
.Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



398506 

LIB3431-015-P1-K1-H7 

BLASTX . 

g3075488 

211 

6.0e-17 
57 

.72 

(AF058796) chlorophyll a/b-binding protein [Oryza sativa] 
398507 

LIB3431-015-P1-K1-H8 

BLASTX 

g3915309 

159 

9.0e-ll 

93 

32 

D-XYLOSE-PROTON SYMPORT (D-XYLOSE TRANSPORTER) >gi_2895856 
(AF045552) D-xylose proton-symporter [Lactobacillus brevis] 

398508 

LIB3431-015-P1-K1-H9 



50887 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4803952 

446 

2.0e-44 

113 

76 

(AC006202) 



hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398509 

LIB3431-016-P1-K1-A11 

BLASTX 

g6093830 

155 

3.0e-10 

37 
81 

PHOTOSYSTEM II CORE COMPLEX PROTEINS PSBY PRECURSOR (L-AME) 
[CONTAINS: PHOTOSYSTEM II PROTEIN PSBY-1; KD PHOTOSYSTEM II 
PROTEIN PSBY-2] >gi_3337435 (AF060198) PsbY precursor; 
putative photosytem II peptide [Spinacia oleracea] 



□ 

La. 



Seq. No. 


398510 


Seq. ID 


LIB3431-016-P1-K1-A12 


L v Jt3 LI1UU 


DilrtO X A 


NCBI GI 


g895845 


BLAST score 


165 " 


E value 


2.0e-ll 


Match length 


103 


% identity 


38 


NCBI Description 


(X87689) putative start codon [Homo sapiens] 


Seq. No. 


398511 


Seq. ID 


LIB3431-016-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


g5912299 


BLAST score 


672 


E value 


7.0e-71 


Match length 


133 


% identity 


100 


NCBI Description 


(AJ133787) gigantea homologue [Oryza sativa] 


Seq. No. 


398512 


Seq. ID 


LIB3431-016-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


g4680685 


BLAST score 


214 


E value 


4.0e-17 


Match length 


100 


% identity 


42 


NCBI Description 


(AF132957) CGI-23 protein [Homo sapiens] 


Seq. No. 


398513 


Seq. ID 


LIB3431-016-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


620 


E value 


9.0e-65 



50888 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



116 
100 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
398514 

LIB3431-016-P1-K1-A6 

BLASTX 

g320618 

481 

2.0e-48 

107 

85 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227 611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



Seq. No. 


398515 


Seq. ID 


LIB3431-016-P1-K1-A7 


^Method 


BLASTN 


^NCBI GI 


g6015437 


BLAST score 


34 


E value 


6.0e-10 


Match length 


38 


% identity 


97 


NCBI Description 


Homo sapiens PEX1 mRNA, complete 


Seq. No. 


398516 


Seq. ID 


LIB3431-016-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


g4079798 


BLAST score 


342 


E value 


4.0e-32 


Match length 


98 


% identity 


71 


NCBI Description 


(AF052203) 23 JcDa polypeptide of 




sativa] 


Seq. No. 


398517 


Seq. ID 


LIB3431-016-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


gl21343 


BLAST score 


198 


E value 


4.0e-24 


Match length 


107 


% identity 


63 



[Oryza 



NCBI Description 



Seq. No. 
Seq. ID 
Method 



GLUTAMINE SYNTHETASE SHOOT ISOZYME, CHLOROPLAST PRECURSOR 
( GLUTAMATE — AMMONIA LIGASE) (CLONE LAMBDA-GS31) 

>gi_68598_pir AJRZQD glutamate — ammonia ligase (EC 

6.3.1.2) delta precursor, chloroplast - rice 
>gi_20370_emb_CAA32462_ (X14246) precursor chloroplastic 
glutamine synthetase (AA -4 6 to 382) [Oryza sativa] 

398518 

LIB3431-016-P1-K1-B1 
BLASTX 



50889 



NCBI GI 


g3789954 


BLAST score 


684 


E value 


3.0e-72 


Match length 


128 


% identity 


98 


NCBI Description 


(AF094776) chlorophyll a/b-binding protein precursor [Oryz< 




sativa] 


Seq. No. 


398519 


Seq. ID 


LIB3431-016-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


g3461820 


BLAST score 


212 


E value 


6.0e-17 


Match length 


112 


% identity 


44 


NCBI Description 


(AC004138) unknown protein [Arabidopsis thaliana] 


Seq. No. 


398520 


Seq. ID 


LIB3431-016-P1-K1-B11 


Method 


BLASTN 


NCBI GI 


g2570514 


BLAST score 


178 


E value 


2.0e-95 


Match length 


186 


% identity 


99 


NCBI Description 


Oryza sativa glycolate oxidase (GOX) mRNA, complete cds 


Seq. No. 


398521 


Seq. ID 


LIB3431-016-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


g871931 


BLAST score 


260 


E value 


2.0e-22 


Match length 


80 


% identity 


66 


NCBI Description 


(D30763) ferredoxin [Oryza sativa] 


Seq. No, 


398522 


Seq. ID 


LIB3431-016-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


g6093869 


BLAST score 


599 


E value 


3.0e-62 


Match length 


128 


% identity 


86 


NCBI Description 


60S RIBOSOMAL PROTEIN L13A >gi_2982259 (AF051212) probable 




60s ribosomal protein L13a [Picea mariana] 


Seq. No. 


398523 


Seq. ID 


LIB3431-016-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


g5006853 


BLAST score 


372 


E value 


7.0e-36 


Match length 


96 


% identity 


80 



50890 



NCBI Description 



(AF145728) homeodomain leucine zipper protein [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398524 

LIB3431-016-P1-K1-B5 

BLASTX 

g5702015 

338 

1.0e-31 

105 

65 

(AJ012215) GAL83 protein [Solanum tuberosum] 
398525 

LIB3431-016-P1-K1-B6 

BLASTX 

g2407281 

541 

2.0e-55 

109 

94 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

398526 

LIB3431-016-P1-K1-B7 

BLASTX 

gl346698 

610 

1.0e-63 

131 

93 

PHOS PHOGLYCERATE KINASE, CHLOROPLAST PRECURSOR 
>gi_21272_emb_CAA48479_ (X68430) phosphoglycerate kinase 
[Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398527 

LIB3431-016-P1-K1-B8 

BLASTX 

g4666287 

523 

2.0e-53 

102 

100 

(D85764) 
sativa] 



cytosolic monodehydroascorbate reductase [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398528 

LIB3431-016-P1-K1-C1 

BLASTX 

g3345477 

504 

4.0e-51 

96 

100 

(AB016283) carbonic anhydrase [Oryza sativa] 



50891 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398529 

LIB3431-016-P1-K1-C10 
BLASTX 
g3913641 
314 

5.0e-29 
61 
100 

FRUCTOSE-1, 6-BISPHOSPHATASE, 
( D- FRUCTOSE-1, 6-BISPHOSPHATE 
>gi_3041777_dbj_BAA25423_ (AB007194) 
fructose-1, 6-bisphosphatase [Oryza sativa] 



CHLOROPLAST PRECURSOR 
1- PHOS PHOHYDROLASE ) ( FBPASE ) 



Seq. No. 


398530 




Seq. ID 


LIB3431-016-P1-K1-C11 




Method 


BLASTX 




NCBI GI 


g3868756 




BLAST score 


289 




E value 


1.0e-41 




Match length 


120 




% identity 


72 




NCBI Description 


(D86611) catalase [Oryza 


sativa] 


Seq. No. 


398531 




Seq. ID 


LIB34 31-016-P1-K1-C12 




Method 


BLASTX 




NCBI GI 


gl617197 




BLAST score 


304 




E value 


1.0e-27 




Match length 


76 




% identity 


76 




NCBI Description 


(Z72488) CP12 [Nicotiana 


tabacum] 


Seq. No. 


398532 




Seq. ID 


LIB3431-016-P1-K1-C2 




Method 


BLASTX 




NCBI GI 


gl706260 




BLAST score 


648 




E value 


5.0e-68 




Match length 


132 




% identity 


90 




NCBI Description 


CYSTEINE PROTEINASE 1 PRECURSOR >gi 



cysteine proteinase 1 precursor - 
>gi_643597_dbj_BAA08244_ (D45402) 
mays] 



maize 

cysteine proteinase [Zea 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398533 

LIB3431-016-P1-K1-C5 

BLASTX 

g3075488 

660 

2.0e-69 

126 

100 

(AF058796) chlorophyll a/b-binding protein [Oryza sativa; 



Seq. No. 



398534 



50892 



Seq. ID 


LIB3431-016-P1-K1-C6 


Method 


BLASTN 


NCBI GI 


g2072554 


RT.A^T Qporp 
Diintj i o^ui c 


301 


E value 


1.0e-169 


Match length 


301 


% identity 


100 


NCBI Description 


Oryza sativa metallothionein-like ] 




cds 


Seq. No. 


398535 


Seq. ID 


LIB3431-016-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


a3345477 


BLAST score 


371 


E value 


1.0e-35 


Match length 


117 


% identity 


63 


NCBI Description 


:(AB016283) carbonic anhydrase [Ory: 


Seq. No. 


398536 


Seq. ID 


LIB3431-016-P1-K1-C8 


Method 


BLASTN 


NCBI GI 


gll957 


BLAST score 


371 


E value 


0.0e+00 


Match length 


392 


% identity 


98 


NCBI Description 


Rice complete chloroplast genome 


Seq. No. 


398537 


Seq. ID 


LIB3431-016-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


g2330739 


BLAST score 


295 


E value 


1.0e-26 


Match length 


90 


% identity 


58 


NCBI Description 


(Z98598) putative transcriptional : 



[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



398538 

LIB3431-016-P1-K1-D1 

BLASTN 

g6015437 

36 

1.0e-10 

36 

100 

Homo sapiens PEX1 mRNA, complete cds 
398539 

LIB3431-016-P1-K1-D10 

BLASTN 

g20177 

43 

8.0e-16 



50893 



5 „ 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43 
100 

Rice cablR gene for light harvesting chlorophyll 
a/b-binding protein 

398540 

LIB3431-016-P1-K1-D11 

BLASTX 

g4914457 

303 

1.0e-27 

105 

52 

(AL050400) putative protein [Arabidopsis thalianaj 
398541 

LIB3431-016-P1-K1-D12 

BLASTX 

g927025 

196 

5.0e-15 

116 
38 

(L44134! 



SPFl-like DNA-binding protein [Cucumis sativus] 



398542 

LIB3431-016-P1-K1-D2 

BLASTX 

g2129950 

64 6 

8.0e-68 

132 

98 

inorganic pyrophosphatase (EC 3.6.1.1) (clone TVP9) - 
common tobacco 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398543 

LIB3431-016-P1-K1-D4 

BLASTX 

gll5813 

423 

1.0e-41 

117 

73 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB-8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

398544 

LIB3431-016-P1-K1-D6 

BLASTX 

g3789954 

743 

4.0e-79 

134 

100 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 



50894 



sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398545 

LIB3431-016-P1-K1-D7 

BLASTX 

g3618310 

331 

7.0e-31 

97 

67 

(AB001883) zinc finger protein [Oryza sativa] 
398546 

LIB3431-016-P1-K1-D9 

BLASTX 

g2245136 

289 

6.0e-26 

92 

62 

(Z97344) trehalose-6-phosphate synthase like protein 
[Arabidopsis thaliana] 



5 



Seq. No. 


398547 


Seq. ID 


LIB3431-016-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


698 


E value 


6.0e-74 


Match length 


129 


% identity 


100 


NCBI Description 


(AF061577) chlorophyll 


Seq. No. 


398548 


Seq. ID 


LIB3431-016-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


715 


E value 


.7.0e-76 


Match length 


132 


% identity 


99 


NCBI Description 


RIBULOSE BISPHOSPHATE I 




(RUBISCO SMALL SUBUNIT 




ribulose-bisphosphate < 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BOXYLASE SMALL CHAIN C PRECURSOR 

>gi_68094_pir RKRZS9 

boxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

398549 

LIB3431-016-P1-K1-E12 

BLASTX 

gll5787 

518 

9.0e-53 



50895 



Match length 

% identity 

NCBI Description 



m 



n 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



119 
87 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

398550 

LIB3431-016-P1-K1-E2 

BLASTN 

g6015437 

35 

5.0e-10 

35 
100 

Homo sapiens PEX1 mRNA, complete cds 
398551 

LIB3431-016-P1-K1-E5 

BLASTX 

g2245120 

319 

3.0e-30 

128 

57 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
398552 

LIB3431-016-P1-K1-E6 

BLASTX 

g320618 

690 

6.0e-73 

129 

99 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

398553 

LIB3431-016-P1-K1-E7 

BLASTX 

gl617206 

190 

2.0e-14 

54 

69 

(Z72489) CP12 [Pisum sativum] 
398554 

LIB3431-016-P1-K1-E8 

BLASTN 

g5410347 

37 



precursor - rice 

type I light-harvesting 



50896 



o 



Q 

v 

Q 

■BBS. 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



3.0e-ll 

57 

91 

Sorghum bicolor BAC clone 110K5, partial sequence 
398555 

LIB3431-016-P1-K1-F10 

BLASTX 

g730456 

569 

9.0e-59 

108 

99 

4 OS RIBOSOMAL PROTEIN SI 9 
398556 

LIB3431-016-P1-K1-F2 

BLASTX 

g2493318 

171 

4.0e-12 

72 

46 

BLUE COPPER PROTEIN PRECURSOR >gi_562779_emb_CAA80963_ 
(Z25471) blue copper protein [Pisum sativum] 
>gi_1098264j?rf 2115352A blue Cu protein [Pisum sativum] 

398557 

LIB3431-016-P1-K1-F5 

BLASTX 

g2072555 

232 

7.0e-20 

44 

98 

(AF001396) metallothionein-like protein [Oryza sativa] . 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

398558 

LIB3431-016-P1-K1-F7 

BLASTX 

gl707998 

262 

2.0e-23 

52 

98 

SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 

(SHMT) >gi_481944jpir S40218 glycine 

hydroxymethyltransf erase (EC 2.1.2.1) - potato 
>gi_438247_emb_CAA81082_ (Z25863) glycine 
hydroxymethyltransferase [Solanum tuberosum] 

398559 

LIB3431-016-P1-K1-F8 
BLASTX 



50897 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4220481 
205 

4.0e-16 

107 

43 

(AC006069) unknown protein [Arabidopsis thaliana] 
398560 

LIB3431-016-P1-K1-G1 - 

BLASTX 

gll5787 

695 

2.0e-73 

134 

99 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

398561 

LIB3431-016-P1-K1-G10 

BLASTX 

g4455323 

397 

1.0e-38 

136 

59 

(AL035525) aminopeptidase-like protein [Arabidopsis 
thaliana] 

398562 

LIB3431-016-P1-K1-G11 

BLASTX 

g462195 

423 

1.0e-41 

88 

91 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

>gi_100682j?ir S21636 GOS2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) GOS2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 

398563 

LIB3431-016-P1-K1-G12 

BLASTX 

g2501189 

402 

3.0e-39 

111 

72 

THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_2 13014 6_pir S61419 thiamine biosynthetic enzyme thil-1 

- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 



50898 



[Zea mays] 



Seq. No. 


398564 


Seq. ID 


LIB34 31-01 6-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


gll5787 


BLAST score 


554 


E value 


6.0e-57 


Match length 


125 


% identity 


87 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 




CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 




protein 2R precursor - rice >gi_20182_emb_CAA32109_ 




(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 




[Oryza sativa] 


Seq. No. 


398565 


Seq. ID 


LIB3431-016-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


g710308 


BLAST score 


268 


E value 


1.0e-23 


Match length 


49 


% identity 


96 


NCBI Description 


(U11693) victorin binding protein [Avena sativa] 


Seq. No. 


398566 


Seq. ID 


LIB3431-016-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g2570511 


BLAST score 


590 


E value 


3.0e-61 


Match length 


111 


% identity 


99 


NCBI Description 


(AF022738) chlorophyll a-b binding protein [Oryza sativa] 


Seq. No. 


398567 


Seq. ID 


LIB3431-016-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


g3789954 


BLAST score - 


515 


E value 


2.0e-52 


Match length 


96 


% identity 


100 


NCBI Description 


(AF094776) chlorophyll a/b-binding protein precursor [Oryza 




sativa] 


Seq. No. 


398568 


Seq. ID 


LIB3431-016-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


gl899l88 


BLAST score 


359 


E value 


4.0e-34 


Match length 


132 


% identity 


55 


NCBI Description 


(U90212) DNA binding protein ACBF [Nicotiana tabacum] 



50899 



Seq. No. 


398569 


Seq. ID 


LIB3431-016-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g556409 


BLAST score 


366 


E value 


6.0e-35 


Match length 


112 


% identity 


72 


NCBI Description 


(L34551) transcriptional activator protein [Oryza. sativa] 


Seq. No. 


398570 


Seq. ID 


LIB3431-016-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g4886307 


BLAST score 


662 


E value 


1.0e-69 


Match length 


133 


% identity 


92 


NCBI Description 


(AJ242588) l-deoxy-d-xylulose-5-phosphate reductoisomerase 




[Arabidopsis thaliana] 


Seq. No. 


398571 


Seq. ID 


LIB3431-016-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


gl778149 


BLAST score 


563 


E value 


4.0e-58 


Match length 


119 


% identity 


93 


NCBI Description 


(U66404) phosphate/phosphoenolpyruvate translocator 




precursor [Zea mays] 


Seq. No. 


398572 


Seq. ID 


LIB3431-016-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g3868758 


BLAST score 


370 


E value 


2.0e-35 


Match length 


92 


% identity 


77 


NCBI Description 


(D89802) elongation factor IB gamma [Oryza sativa] 


Seq. No. 


398573 


Seq. ID 


LIB3431-016-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g5306269 


BLAST score 


256 


E value 


5.0e-22 


Match length 


128 


% identity 


25 


NCBI Description 


(AC006233) unknown protein [Arabidopsis thaliana] 


Seq. No. 


398574 


Seq. ID 


LIB3431-016-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


g451193 


BLAST score 


442 



50900 



m 



y 5 

s 

fi 



o 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-44 

100 

87 

(L28008) wali7 [Triticum aestivum] 

>gi_1090845_prf 2019486B wali7 gene [Triticum aestivum] 

398575 

LIB3431-016-P1-K1-H6 

BLASTX 

g3913018 

447 

2.0e-44 

90 

100 

FRUCTOSE-BISPHOSPHATE ALDOLASE, 
(ALDP) >gi_218155_dbj_BAA02730_ 
aldolase [Oryza sativa] 



CHLOROPLAST PRECURSOR 
(D13513) chloroplastic 



398576 

LIB3431-016-P1-K1-H7 

BLASTX 

gl31225 

525 

1.0e-53 

,125 
82 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605j?ir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M6114 6) photosystem I 
hydrophobic protein [Hordeum vulgare] 

398577 

LIB3431-016-P1-K1-H8 

BLASTN 

g3126853 

178 

2.0e-95 

216 

100 

Oryza sativa chlorophyll a/b binding protein (RCABP8 9) 
mRNA, nuclear gene encoding chloroplast protein, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398578 

LIB3431-016-P1-K1-H9 

BLASTX 

g5824411 

360 

3.0e-34 

121 

55 

(Z68882) Similarity to Bovine inorganic pyrophosphatase 
(SW:IPYR_BOVIN) ; cDNA EST EMBL:D66533 comes from this gene; 
cDNA EST EMBL:D70345 comes from this gene; cDNA EST 
yk338a8.3 comes from this gene; cDNA EST yk338a8.5 comes 



Seq. No. 



398579 



50901 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-017-P1-K1-A1 

BLASTX 

g2498465 

150 

1.0e-09 

115 
43 

28 KD HEAT- AND ACID-STABLE PHOSPHOPROTEIN (HASPP28) (PDGF 

ASSOCIATED PROTEIN) >gi_2143777_pir S62782 heat and 

acid-stable phosphoprotein, 28K - rat >gi_847785 (U26541) 

HASPP28 [Rattus norvegicus] >gi_1588241_prf 2208261A 

casein kinase II substrate [Rattus norvegicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398580 

LIB3431-017-P1-K1-A10 

BLASTN 

g2072554 

36 

1.0e-10 

88 

85 

Oryza sativa metallothionein-like protein mRNA, 
cds 



complete 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID --r^ 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398581 

LIB3431-017-P1-K1-A12 

BLASTX 

g82080 

372 

1.0e-35 

105 

70 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

398582 

LIB3431-017-P1-K1-A3 

BLASTX 

g2072555 

237 

7.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

398583 

LIB3431-017-P1-K1-A4 

BLASTX 

g2072555 

237 

9.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 



50902 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

398584 

LIB3431-017-P1-K1-A5 

BLASTX 

gl32105 

548 

3.0e-56 

122 

84 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1,. 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375^prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


398585 


Seq. ID 


LIB3431-017-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


g510907 


BLAST score 


659 


E value 


3.0e-69 


Match length 


141 


% identity 


80 *;■* 


NCBI Description 


(Z35108) calnexin [Helianthus tuberosus] 


Seq. No. 


398586 


Seq. ID 


LIB3431-017-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


gl32096 


BLAST score 


228 


E value 


2.0e-19 


Match length 


55 


% identity 


82 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



A PRECURSOR 

(RUBISCO SMALL SUBUNIT A) >gi_68095_pir RKRZS6 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS2106) - rice >gi_218210_dbj_BAA00539_ 
(D00644) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] 

398587 

LIB3431-017-P1-K1-A8 

BLASTX 

g2497746 

287 

1.0e-25 

88 

65 

NONSPECIFIC LIPID-TRANSFER PROTEIN 2 PRECURSOR (LTP 2) 
>gi_951334 (U31766) lipid transfer protein precursor [Oryza 
sativa] 



50903 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%, identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No". 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398588 

LIB3431-017-P1-K1-A9 

BLASTX 

g4337192 

292 

3.0e-26 

90 • 
66 'r*' 
(AC006403) hypothetical protein [Arabidopsis thaliana] 

398589 

LIB3431-017-P1-K1-B1 

BLASTX 

g2072555 

237 

9.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_61034 41_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

398590 

LIB3431-017-P1-K1-B10 

BLASTX 

g733454 

589 

4.0e-61 

124 

87 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

398591 

LIB3431-017-P1-K1-B11 

BLASTX 

g542200 

263 

7.0e-23 

98 

56 

hypothetical protein - garden asparagus 
>gi_452714_emb_CAA54526_ (X77320) unknown [Asparagus 
officinalis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398592 

LIB3431-017-P1-K1-B2 

BLAST N 

g21843 

96 

2.0e-46 

312 

87 

Wheat PsbO mRNA for 33kDa oxygen evolving protein of 
photosystem II 



50904 



Seq. No. 

Seq. ID 

Method , 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398593 

LIB3431-017-P1-K1-B3 

BLASTX 

g2618704 

619 

1.0e-64 

136 

85 

(AC002510) putative thioredoxin reductase [Arabidopsis 
thaliana] 



US 

n 

o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398594 

LIB3431-017-P1-K1-B4 

BLASTX 

gl29233 

491 

1.0e-49 

120 

82 

ORYZAIN GAMMA CHAIN PRECURSOR >gi_67646_pir KHRZOG oryzain 

(EC 3.4.22.-) gamma precursor - rice 

>gi_218185_dbj_BAAI4404_ (D90408) oryzain gamma precursor 
[Oryza sativa] 

398595 

LIB3431-017-P1-K1-B5 

BLASTX 

g5541681 

363 

1.0e-34 

133 
59 

(AL096859) putative protein [Arabidopsis thaliana] 
398596 

LIB3431-017-P1-K1-B7 

BLASTX 

gl20661 

228 

8.0e-19 

45 

93 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A, CHLOROPLAST 
PRECURSOR >gi_170237 (M14417) glyceraldehyde-3-phosphate 
dehydrogenase A-subunit precursor [Nicotiana tabacum] 

398597 

LIB3431-017-P1-K1-C1 

BLASTX 

g3184098 

355 

1.0e-33 

118 

56 

(AL023777) coenzyme a synthetase [Schizosaccharomyces 
pombe] 



50905 



Seq. No. 


398598 


Seq. ID 


LIB3431-017-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


g2072727 


BLAST score 


699 


E value 


5.0e-74 


Match length 


140 


% identity 


97 


NCBI Description 


(Y12595) Fd-GOGAT prot< 


Seq.. No. 


398599 


Seq. ID 


LIB3431-017-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


gl31225 


BLAST score 


589 


E value 


4.0e-61 


Match length 


122 


% identity 


93 


NCBI Description 


PHOTOSYSTEM I REACTION 



NT RE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 


398600 


Seq. ID 


LIB3431-017-P1-K1-C12 


Method 


BLAST N 


NCBI GI 


g3885891 


BLAST score 


41 


E value 


1.0e-13 


Match length 


60 


% identity 


93 


NCBI Description 


Oryza sativa photosystem- 




mRNA, complete cds 


Seq. No. 


398601 


Seq. ID 


LIB3431-017-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g282833 


BLAST score 


686 


E value 


2.0e-72 


Match length 


143 


% identity 


97 


NCBI Description 


phosphoglycerate kinase (1 


Seq. No. 


398602 


Seq. ID 


LIB3431-017-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g585421 


BLAST score 


429 


E value 


3.0e-42 


Match length 


147 


% identity 


53 


NCBI Description 


LIPOXYGENASE, CHLOROPLAST 



ECURSOR >gi_541879_pir JQ2391 

lipoxygenase (EC 1.13.11.12) AtLox2 - Arabidopsis thaliana 
>gi_431258 (L23968) lipoxygenase [Arabidopsis thaliana] 



Seq. No, 



398603 



50906 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-017-P1-K1-C6 

BLASTX 

g2407281 

754 

2.0e-80 

142 

99 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

398604 

LIB3431-017-P1-K1-C7 

BLASTX 

g482311 

634 

2.0e-66 

123 

98 

photosystem II oxygen-evolving complex protein 1 - rice 

^strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 

398605 

LIB3431-017-P1-K1-D10 

BLASTX 

g462195 

405 

2.0e-39 

96 

82 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (G0S2 PROTEIN) 

>gi_100682_pir S21636 GOS2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) GOS2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



,398606 

LIB3431-017-P1-K1-D12 

BLASTX 

gl32105 

694 

2.0e-73 

130 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor {clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375j?rf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

398607 

LIB3431-017-P1-K1-D2 
BLASTX 



50907 



NCBI GI 


g4581207 


"RT.A9T qrnrp 


504 


E value 


4.0e-51 


Match length 


144 


% identity 


73 


NCBI Description 


(Y17914) cyclic nucleotide and calmodulin-regulated ion 




channel [Arabidopsis thaliana] 


Seq. No. 


398608 


Seq. ID 


LIB3431-017-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


g3075488 


BLAST score 


533 


E value 


2.0e-54 


Match length 


120 


% identity 


85 


NCBI Description 


(AF058796) chlorophyll a/b-binding protein [Oryza sativa] 


Seq. No. 


398609 


Seq. ID 


LIB3431-017-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


g3927827 




190 


E value 


3.0e-14 


Match length 


104 


% identity 


43 


NCBI Description 


(AC005727) osmotin-like protein precursor [Arabidopsis 




thaliana] 


Seq. No. 


398610 


Seq. ID 


LIB3431-017-P1-K1-D6 


Method 


BLASTN 


NCBI GI 


gll957 


BLAST score 


292 


E value 


1.0e-163 


Match length 


308 


% identity 


99 


NCBI Description 


Rice complete chloroplast genome ' 


Seq. No. 


398611 


Seq. ID 


LIB3431-017-P1-K1-D7 


Method 


BLASTX 


NPRT (IT 


a5902390 


BLAST score 


386 


E value 


3.0e-37 


Match length 


126 


% identity 


60 


NCBI Description 


(AC008148) Unknown protein [Arabidopsis thaliana] 


Seq. No. 


398612 


Seq. ID 


LIB3431-017-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


g400879 


BLAST score 


211 


E value 


6.0e-17 


Match length 


103 


% identity 


50 



50908 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 

(PSI-N) >gi_479690_pir S35159 photosystem I chain psaN - 

barley >gi_19095_emb_CAA47056_ (X66428) photosystem I 
subunit N [Hordeum vulgare] 

398613 

LIB3431-017-P1-K1-D9 

BLASTX 

g334164-8 

566 

2.0e-58 

115 

90 

(AJ005343) DNA directed RNA polymerase [Zea mays] 
398614 

LIB3431-017-P1-K1-E1 

BLASTX 

gl29233 

739 

1.0e-78 

145 

98 

ORYZAIN GAMMA CHAIN PRECURSOR >gi_6764 6_pir KHRZOG oryzain 

(EC 3.4.22.-) gamma precursor - rice 

>gi_218185_dbj_BAA14404_ (D90408) oryzain gamma precursor 
[Oryza sativa] 

398615 

LIB3431-017-P1-K1-E10 

BLASTX 

g517500 

535 

8.0e-55 

132 

77 

(M87435) precursor of the oxygen evolving complex 17 kDa 

protein [Zea mays] >gi_444338_prf 1906386A photosystem II 

OE17 protein [Pisum sativum] 

398616 

LIB3431-017-P1-K1-E11 

BLASTX 

g517500 

250 

2.0e-21 

113 

48 

(M87435) precursor of the oxygen evolving complex 17 kDa 

protein [Zea mays] >gi_444338_prf 1906386A photosystem II 

OE17 protein [Pisum sativum] 

398617 

LIB3431-017-P1-K1-E12 

BLASTX 

g5903092 

354 



50909 



E value 


1.0e-33 


Match length 


110 


% identity 


70 


NCBI Description 


(AC008017) Highly similar to developmental protein DG1118 




[Arabidopsis thaliana] 


Seq. No. 


398618 


Seq. ID 


LIB3431-017-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


gl703200 


BLAST score 


377 


E value 


3.0e-36 


Match length 


119 


% identitv 


62 


NCBI Description 


PROTEIN KINASE AFC 2 >gi 601789 (U16177) protein kinase 




[Arabidopsis thaliana] >gi_642130_dbj_BAA08214_ (D45353) 




protein kinase [Arabidopsis thaliana] 




>gi_4220516_emb_CAA22989_ (AL035356) protein kinase (AFC2) 




[Arabidopsis thaliana] 


Seq. No. 


398619 


Seq. ID 


LIB3431-017-P1-K1-E6 


Method 


BLASTN 


NCRT GI 


a20270 


BLAST score 


147 


E value 


8.0e-77 


Match length 


162 


% identity 


99 


NCBI Description 


Rice nial gene for nitrate reductase apoenzyme (exon 1-2) 


Seq. No. 


398620 


Seq. ID 


LIB3431-017-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


gll5772 


BLAST score 


535 


E value 


6.0e-55 


Match length 


101 




100 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 1 PRECURSOR (LHCII TYPE I 




CAB-1) (LHCP) >gi_824 60_pir S03705 chlorophyll a/b-binding 




protein 1R precursor - rice >gi 20178 emb CAA32108 




(X13908) chlorophyll a/b-binding preprotein (AA -31 to 235) 




[Oryza sativa] 


Seq. No. 


398621 


Seq. ID 


LIB3431-017-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


a3885888 


BLAST score 


165 


E value 


2.0e-ll 


Match length 


78 


% identity 


51 


NCBI Description 


(AF093632) high mobility group protein [Oryza sativa] 


Seq. No. 


398622 


Seq. ID 


LIB3431-017-P1-K1-F1 


Method 

✓ 


BLASTX 



50910 



D 



o 



Q 

O 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl617197 
245 

1.0e-20 

66 

73 

(Z72488) CP12 [Nicotiana tabacum] 



398623 

LIB3431-017-P1-K1-F10 

BLASTX 

gl706260 

561 

9.0e-58 

121 

85 

CYSTEINE PROTEINASE 1 
cysteine proteinase 



PRECURSOR >gi_2118131jpir S59597 

precursor - maize 
>gi_643597_dbj_BAA08244_ (D45402) cysteine proteinase [Zea 
mays] 



398624 

LIB3431-017-P1-K1-F4 

BLASTN 

g2773153 

418 

0.0e+00 

450 

98 

Oryza sativa abscisic acid- and stress-inducible protein 
(Asrl) mRNA, complete cds 

398625 

LIB3431-017-P1-K1-F5 

BLASTN 

g2072554 

161 

3.0e-85 

161 

100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



398626 

LIB3431-017-P1-K1-F6 

BLASTX 

g2072555 

237 

9.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

398627 

LIB3431-017-P1-K1-F8 
BLASTX 



50911 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4585882 
611 

1.0e-63 

135 

79 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

398628 

LIB3431-017-P1-K1-G10 

BLASTX 

g68843 

342 

4.0e-32 

86 

80 

phospholipid transfer protein homolog - rice 
>gi_4139635_pdb_lRZL_ Rice Nonspecific Lipid Transfer 
Protein >gi_5107522_pdb_lBV2_ Lipid Transfer Protein From 
Rice Seeds, Nmr, 14 Structures 



o 



n 

Li 

5 

D. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398629 

LIB3431-017-P1-K1-G12 

BLASTX 

g2072555 

237 

6.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

398630 

LIB3431-017-P1-K1-G2 

BLASTX 

gl32105 

595 

9.0e-62 

128 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094 jpir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



398631 

LIB3431-017-P1-K1-G3 

BLASTX 

g2570511 

660 

2.0e-69 



50912 





Match length 


126 




% identity 


98 




NCBI Description 


(AF022738) chlorophyll a-b binding protein [Oryza sativa] 




Seq. No. 


398632 




Seq. ID 


LIB3431-017-P1-K1-G4 




Method 


BLASTX 




NCBI GI 


g2293480 




BLAST score 


337 




E value 


9.0e-32 




Match length 


71 




% identity 


92 




NCBI Description 


(AF011331) glycine-rich protein [Oryza sativa] 




Seq. No. 


398633 




Seq. ID 


. LIB3431-017-P1-K1-G5 




Method 


BLASTX 




NCBI GI 


g3135543 




BLAST score 


553 




E value 


8.0e-57 


•n 


Match length 


136 


m 


% identity 


82 


fc? - 


NCBI Description 


(AF062393) aquaporin [Oryza sativa] 


JE ■ 


Seq. No. 


398634 


D 


Seq. ID 


LIB3431-017-P1-K1-G6 




Method 


BLASTX 




NCBI GI 


a2570511 




BLAST score 


607 




E value 


3.0e-63 


3 .1 


Match length 


115 


O 


% identity 


99 




NCBI Description 


(AF022738) chlorophyll a-b binding protein [Oryza sativa] 


! 3 


Seq. No. 


398635 


JBS. 


Seq. ID 


LIB3431-017-P1-K1-G8 


iLJ! 


Method 


BLASTX 




NCBI GI 


g3063524 




BLAST score 


168 




E value 


8.0e-12 




Match length 


107 




% identity 


47 




NCBI Description 


(AF052305) ribulose 1, 5-bisphosphate carboxylase small 






subunit [Oryza sativa] 




Seq. No. 


398636 




Seq. ID 


LIB3431-017-P1-K1-G9 




Method 


BLASTX 




NCBI GI 


gl236961 




BLAST score 


280 




E value 


7.0e-25 




Match length 


97 




% identity 


52 




NCBI Description 


(U50201) prunasin hydrolase precursor [Prunus serotina] 




Seq. No. 


398637 




Seq. ID 


LIB3431-017-P1-K1-H10 



50913 





Method 


BLASTX 




NCBI GI 


g3789952 




BLAST score 


383 




E value 


3.0e-37 




Match length 


85 




% identity 


98 




NCBI Description 


(AF094775) chlorophyll 






sativa] 




Seq. No. 


398638 




Seq. ID 


LIB3431-017-P1-K1-H11 




Method 


BLASTX 




NCBI GI 


g5919219 




BLAST score 


202 




E value 


1.0e-15 




Match length 


133 




% identity 


13 




NCBI Description 


(AF186273) leucine-ricl 






FBL3 [Homo sapiens] 


Q 


i~. 

Seq. No. 


398639 


fri 


Seq. ID 


LIB3431-017-P1-K1-H12 




Method 


BLASTN 


05 


NCBI GI 


g6015437 


=P 


BLAST score 


33 




E value 


4.0e-09 . 




Match length 


33 


m 


% identity 


100 




NCBI Description 


Homo sapiens PEX1 mRNA; 




Seq. No. 


398640 




Seq. ID 


LIB3431-017-P1-K1-H2 


f=£ 


Method 


BLASTX 




NCBI GI 


g3885892 




BLAST score 


442 




E value 


8.0e-44 


□ 


Match length 


85 




% identity 


98 




NCBI Description 


(AF093634) photosystem- 




Seq. No. 


398641 




Seq. ID 


LIB3431-017-P1-K1-H3 




Method 


BLASTX 




NCBI GI 


g3075488 




BLAST score 


426 




E value 


6.0e-42 




Match length 


82 




% identity 


99 




NCBI Description 


(AF058796) chlorophyll 




Seq. No. 


398642 




Seq. ID 


LIB3431-017-P1-K1-H4 




Method 


BLASTX 




NCBI GI 


gll73189 




BLAST score 


220 




E value 


8.0e-18 




Match length 


42 



[Oryza 



F-box protein 



50914 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S12 x 

>gi_2119091_pir S58629 ribosomal protein S12 - maize 

chloroplast >gi_342619 (M17841) ribosomal protein S12 [Zea 
mays] >gi_1216141_emb_CAA60309_ (X86563) ribosomal protein 
S12 [Zea mays] 

398643 

LIB3431-017-P1-K1-H5 

BLASTN 

g4105560 

37 

5.0e-12 

37 

100 

Oryza sativa ribulose-5-phosphate-3-epimerase (RPE) mRNA, 
complete cds 

398644 

LIB3431-017-P1-K1-H6 

BLASTX 

g!617197 

305 

1.0e-27 

76 

76 

(Z72488) CP12 [Nicotiana tabacum] 
398645 

LIB3431-017-P1-K1-H7 

BLASTX 

g4126473 

252 

1.0e-21 

140 

45 

(AB014884) adenylyl cyclase associated protein [Gossypium 
hirsutum] 



Seq. No. 


398646 






Seq. ID 


LIB3431- 


017 


-PI 


Method 


BLASTN 






NCBI GI 


g487317 






BLAST score 


97 






E 1 value 


5.0e-47 






Match length 


101 






% identity 


99 






NCBI Description 


Rice mRNA EN56 


Seq. No. 


398647 






Seq. ID 


LIB3431- 


017 


-PI 


Method 


BLASTX 






NCBI GI 


gll5813 






BLAST score 


171 






E value 


4.0e-12 






Match length 


40 






% identity 


80 







-H8 



50915 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB -8 ) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

398648 

LIB3431-017-P1-N1-A4 

BLASTN 

g2072554 

361 

0.0e+00 

369 

99 

Oryza sativa metallothioneiri-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398649 

LIB3431-017-P1-N1-A5 

BLASTX 

g347451 

365 

6.0e-35 

69 

99 

(L22155) 
sativa] 



ribulose 1, 5-bisphosphate carboxylase [Oryza 



n 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398650 

LIB3431-017-P1-N1-A7 

BLASTN 

g218209 

187 

1.0e-101 

235 
95 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

POSSS2106 

398651 

LIB3431-017-P1-N1-A8 

BLASTN 

g886692 

377 

0.0e+00 

385 

99 

0. sativa mRNA for lipid transfer protein, bl 
398652' 

LIB3431-017-P1-N1-B1 

BLASTN 

g2072554 

160 

8.0e-85 

244 

91 

Oryza sativa metallothionein-like protein mRNA, complete 



50916 



cds 





Seq. No. 


398653 




Seq. ID 


LIB3431-017-P1-N1-B10 




Method 


BLASTX 




NCBI GI 


g733454 




BLAST score 


317 




E value 


3.0e-29 




Match length 


67 




% identity 


93 




NCBI Description- 


(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 






[Zea mays] 




Seq. No. 


398654 




Seq. ID 


LIB3431-017-P1-N1-B2 




Method 


BLASTX 




NCBI GI 


g482311 




BLAST score 


260 




E value 


1.0e-22 


l3 


Match length 


51 




% identity 


100 


on 


NCBI Description 


photosystem II oxygen-evolving complex protein 1 - rice 






(strain Nihonbare) >gi_739292j?rf 2002393A oxygen-evolving 


Us 

4 s 




complex protein 1 [Oryza sativa] 


Q 


"Seq. No. 


398655 


L& 


Seq. ID 


LIB3431-017-P1-N1-B4 


01 


Method 


DiiHOlA 




NCBI GI 


gl841466. 


™ 


BLAST score 


205 




E value 


4.0e-16 


o 


Match length 


37 




% identity 


95 


t S 


NCBI Description 


(Y11003) putative pre-pro-cysteine proteinase [Nicotiana 


H 3 

TSE7 




tabacum] 


y= 


Seq. No. 


398656 




Sea ID 


LIB3431-017-P1-N1-B5 




Method 


BLASTX 




NCBI GI 


g5541681 




BLAST score 


182 




E value 


2.0e-13 




Match length 


79 




% identity 


58 




NCBI Description 


(AL096859) putative protein [Arabidopsis thaliana] 




Seq. No. 


398657 




Seq. ID 


LIB3431-017-P1-N1-C1 




Method 


BLASTX 




NCBI GI 


g586339 




BLAST score 


182 




E value 


2.0e-13 




Match length 


67 




% identity 


46 




NCBI Description 


PEROXISOMAL -COENZYME A SYNTHETASE >gi 626794_pir S4 6098 



probable AMP-binding protein - yeast (Saccharomyces 
cerevisiae) >gi_536615 emb_CAA85185_ (Z36091) ORF YBR222c 



50917 



[Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% ideintity 

NCBI Description 



398658 - 

LIB3431-017-P1-N1-C10 

BLASTN 

g2072726 

350 

0.0e+00 

369 

99 

O.sativa mRNA for Fd-GOGAT, partial, clone OsGog2 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398659 

LIB3431-017-P1-N1-C11 

BLASTX 

gl31225 

284 

2.0e-25 

70 

77 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M6114 6) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 


398660 


Seq. ID 


LIB3431-017-P1-N1-C12 


Method 


BLASTX 


NCBI GI 


g3885892 


BLAST score 


272 


E value 


5.0e-24 


Match length 


55 


% identity 


98 


NCBI Description 


(AF093634) photosystem-: 


Seq. No. . 


398661 


Seq. ID 


LIB3431-017-P1-N1-C2 


Method 


BLASTX 


NCBI GI 


g2499497 


BLAST score 


236 


E value 


8.0e-20 


Match length 


70 


% identity 


76 


NCBI Description 


PHOSPHOGLYCERATE KINASE, 




>gi_l 1 6 1 6 0 0_emb_CAA8 8 8 4 : 




[Nicotiana tabacum] 


Seq. No. 


398662 


Seq. ID 


LIB3431-017-P1-N1-C3 


Method 


BLASTX 


NCBI GI 


g450231 


BLAST score 


186 


E value 


8.0e-14 


Match length 


56 


% identity 


59 



NCBI Description (U05041) lipoxygenase [Cuscuta reflexa] 



50918 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398663 

LIB3431-017-P1-N1-C6 

BLASTX 

gl32105 

174 

1.0e-20 

57 
95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 
(RUBISCO SMALL SUBUNIT C) >gi_68094 j?ir_RKRZS9 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398664 

LIB3431-017-P1-N1-C7 

BLASTX 

g482311 

175 

1.0e-12 

34 

100 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398665 

LIB3431-017-P1-N1-C8 

BLASTX 

g4678346 

187 

5.0e-14 

44 

77 

(AL04 9659) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398666 

LIB3431-017-P1-N1-C9 

BLASTX 

g3341699 

238 

7.0e-20 

153 

37 

(AC003672) putative giberellin beta-hydroxylase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



398667 

LIB3431-017-P1-N1-D10 

BLASTX 

g462195 

234 

1.0e-19 



50919 



Match length 


45 




100 


NCBI Description 


PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN 




>gi 100682_j>ir S21636 GOS2 protein - rice 




>gi 20238 emb CAA36190 (X51910J GOS2 [Oryza sativa] 




>gi_3789950 (AF094774) translation initiation factor 




sativa] 


Seq. No. 


398668 


Seq. ID 


LIB3431-017-P1-N1-D12 


Method 


BLASTX 


NCBI GI 


g671740 


RLA^T score 


179 


E value 


4.0e-13 


Match length 


34 


% identity 


100 


NCBI Description 


(X84730) ribulose-bisphosphate carboxylase [synthetic 




construct] 


Seq, No. 


398669 


Seq. ID 


LIB3431-017-P1-N1-D3 


Method 


BLASTN 


NCBI GI 


g3075487 


BLAST score 


309 


E value 


1.0e-173 


Match length 


325 


% identity 


99 


NCBI Description 


Oryza sativa chlorophyll a/b-binding protein (RCABP69 




mRNA, complete cds 


Seq. No. 


398670 


Seq. ID 


LIB3431-017-P1-N1-D6 


Method 


BLASTN 


NCBI GI 


gll957 


BLAST score 


94 


E value 


2.0e-45 


Match length 


209 


% identity 


86 


NCBI Description 


Rice complete chloroplast genome 


Seq. No. 


398671 


Seq. ID 


LIB3431-017-P1-N1-D8 


Method 


BLASTX 


NCBI GI 


g3914466 


BLAST score 


369 


E value 


2 . Oe-35 


Match length 


67 


% identity 


99 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 




(PSI-N) >gi_2981214 (AF052429) photosystem I complex ] 




subunit precursor [Zea mays] 


Seq. No. 


398672 


Seq. ID 


LIB3431-017-P1-N1-D9 


Method 


BLASTN 


NCBI GI 


g2239152 


BLAST score 


348 



50920 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



0.0e+00 

380 

98 

O.sativa raRNA for putative T3/T7-like. RNA polymerase, 
partial 

398673 

LIB3431-017-P1-N1-E1 

BLASTX 

gl29233 

240 

3.0e-26 

60 

98 

ORYZAIN GAMMA CHAIN PRECURSOR >gi_6764 6_pir KHRZOG oryzain 

(EC 3.4.22.-) gamma precursor - rice 

>gi_218185_dbj_BAA14404_ (D90408) oryzain gamma precursor 
[Oryza sativa] 

398674 

LIB3431-017-P1-N1-E10 

BLASTN 

gl69133 

56 

1.0e-22 

168 

83 

Zea mays precursor of the oxygen evolving complex 17 kDa 
protein mRNA, complete cds 

398675 

LIB3431-017-P1-N1-E11 

BLASTX 

g347451 

173 

2.0e-12 

33 

100 

(L22155) 
sativa] 



ribulose 1, 5-bisphosphate carboxylase [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



398676 

LIB3431-017-P1-N1-E3 

BLASTX 

gl703199 

150 

9.0e-10 

45 

62 

PROTEIN KINASE AFC1 >gi_601787 
[Arabidopsis thaliana] 

398677 

LIB3431-017-P1-N1-E4 

BLASTN 

g3789953 

56 



(U16176) protein kinase 



50921 



E value 
Match length 
% identity 
NCBI Description 



9.0e-23 

248 

82 

Oryza sativa chlorophyll a/b-binciing protein precursor 
(Cab26) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



398678 

LIB3431-017-P1-N1-E6 

BLASTX 

gl28186 

251 

1.0e-21 

50 

90 

NITRATE REDUCTASE 1 (NR1) >gi_82490_pir S07554 nitrate 

reductase (NADH) (EC 1.6.6.1) - rice 

398679 

LIB3431-017-P1-N1-E7 

BLASTX 

g421916 

195 

6.0e-15 

36 
100 

chlorophyll a/b-binding protein - English ivy (fragment) 
>gi_12582_emb_CAA48410_ (X68333) light harvesting 
chlorophyll a /b binding protein [Hedera helix] 

398680 

LIB3431-017-P1-N1-E8 

BLASTN 

g3885887 

405 

0.0e+00 

456 

97 

Oryza sativa high mobility group protein (HMG) mRNA, 
complete cds 

398681 

LIB3431-017-P1-N1-F12 

BLASTX 

g482311 

307 

4.0e-28 

61 

100 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 

398682 

LIB3431-017-P1-N1-F8 

BLASTX 

gll5813 



50922 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152 

6.0e-10 

33 
85 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB- 8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

398683 

LIB3431-017-P1-N1-G10 

BLASTN 

gl619603 

306 

1.0e-172 

322 

99 

O.sativa mRNA for lipid transfer protein 

>gi_1667589_gb_U77295_OSU77295 Oryza sativa lipid transfer 
protein (LTP) mRNA, complete cds 

398684 

LIB3431-017-P1-N1-G12 

BLASTN 

g2072554 

290 

1.0e-162 

290 

100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



398685 

LIB3431-017-P1-N1-G2 

BLASTX 

gl32105 

251 

4.0e-32 

71 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

398686 

LIB3431-017-P1-N1-G3 

BLASTX 

g2570511 

163 

8.0e-22 

63 

81 



50923 



NCBI Description 



(AF022738) chlorophyll a-b binding protein [Oryza sativa] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398687 

LIB3431-017-P1-N1-G4 

BLASTX 

g482311 

193 

1.0e-14 

48 

81 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 

398688 

LIB3431-017-P1-N1-G5 

BLASTN 

g5381215 

116 

8.0e-59 

152 

95 

Oryza sativa rwc-2 mRNA for water channel protein, partial 
cds 



Seq.. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398689 ' 

LIB3431-017-P1-N1-G6 

BLASTX 

g479406 

307 

3.0e-28 

66 

89 

chlorophyll a/b-binding protein - garden pea 
>gi_20671_emb_CAA4 9149_ (X69215) chlorophyll a/b-binding 
protein [Pisum sativum] 

3.98690 

LIB3431-017-P1-N1-G8 

BLASTX 

g4741942 

221 

5.0e-18 

60 

72 

(AF134121) LhcaS protein [Arabidopsis thaliana] 
398691 

LIB3431-017-P1-N1-G9 

BLASTX 

gl236961 

231 

3.0e-19 

64 

64 

(U50201) prunasin hydrolase precursor [Prunus serotina] 



50924 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398692 

LIB3431-017-P1-N1-H2 

BLASTN 

g3885891 

207 

1.0e-113 

247 

96 

Oryza sativa photosystem-1 F 
mRNA, complete cds 



s.ubunit precursor (PSI-F) 



398693 

LIB3431-017-P1-N1-H3 

BLASTX 

g3075488 

176 

9.0e-13 

33 

100 

(AF058796) chlorophyll a/b-binding protein [Oryza sativa] 



4* 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398694 

LIB3431-017-P1-N1-H4 

BLASTN 

g2072554 

140 

7.0e-73 

248 

88 

Oryza sativa metallothionein-like protein mRNA, 
cds 



complete 



Seq. No. 
Seq. ID 
/.Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



398695 

LIB3431-017-P1-N1-H5 

BLASTN 

g4105560 

141 

2.0e-73 

190 

94 

Oryza sativa ribulose-5-phosphate-3-epimerase 
complete cds 



(RPE) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398696 

LIB3431-017-P1-N1-H7 

BLASTX 

g4126473 

195 

5.0e-15 

47 

81 

(AB014884) adenylyl cyclase associated protein [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 
Method 



398697 

LIB3431-017-P1-N1-H9 
BLASTN 



50925 



L-E. 
3 — 



NCBI GI 


g2267594 


BLAST score 


101 


E value 


1.0e-49 


Match length 


196 


% identity 


99 


NCBI Description 


Oryza sativa plastocyanin precursor, mRNA, complete cds 


Seq. No. 


398698 


Seq. ID 


LIB3431-018-P1-K1-A10 


Method 


BLAST N 


NCBI GI 


g2072554 


BLAST score 


56 


E value 


6.0e-23 


Match length 


111 


% identity 


89 


NCBI Description 


Oryza sativa metallothionein-like protein mRNA, complete 




cds 


Seq. No. 


398699 


Seq. ID 


LIB3431-018-P1-K1-A12 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


1.0e-10 


Match length 


47 


% identity 


66 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


398700 


Seq. ID 


LIB3431-018-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


a4038034 


BLAST score 


273 


E value 


6.0e-24 


Match length 


76 


% identity 


68 


NCBI Description 


(AC005936) unknown protein [Arabidopsis thaliana] 


Seq. No. 


398701 


Seq. ID 


LIB3431-018-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


g3914603 


BLAST score 


1128 


E value 


1.0e-124 


Match length 


220 


% identity 


98 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 




CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 




(U74321) ribulose-1, 5-bisphosphate carboxylase/oxygenase 




activase [Oryza sativa] 


Seq. No. 


398702 


Seq. ID 


LIB3431-018-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


g2088647 


BLAST score 


388 


E value 


3.0e-37 



50926 



Match length 

% identity 

NCBI Description 



127 
58 



(AF002109) hypothetical protein [Arabidopsis thaliana] 
>gi_3158394 (AF036340) LRR-containing F-box protein 
[Arabidopsis thaliana] 



Seq. No. 


398703 


Seq. ID 


LIB3431-018-P1-K1-B4 


Method 


BLASTN 


NCBI GI 


g473980 


BLAST score 


56 


E value 


2.0e-22 


Match length 


83 


Sk "iH^Ti1~'i'l~\/ 
o luciiLiuy 




NCBI Description 


Rice mRNA, partial homologous to glycine-rich prot< 


Seq. No. 


398704 


Seq. ID 


LIB3431-018-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


g!839022 


BLAST score 


269 


E value 


1.0e-23 


Match length 


65 


% identity 


71 


NCBI Description 


(Y11121) amino acid carrier [Ricinus communis] 


Seq. No. 


398705 


Seq. ID 


LIB3431-018-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g417154 


BLAST score 


910 


E value 


2.0e-98 


Match length 


201 


% identity 


90 


NCBI Description 


HEAT SHOCK PROTEIN 82 >gi 100685_pir S25541 heat : 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



protein 82 - rice (strain Taichung Native One) 
>gi_20256_emb_CAA77978_ (Z11920) heat^shock protein 82 
(HSP82) [Oryza sativa] 

398706 

LIB3431-018-P1-K1-B9 

BLASTN 

gll957 

487 

0.0e+00 

543 

97 

Rice complete chloroplast genome 
398707 

LIB3431-018-P1-K1-C10 

BLASTX 

gll5793 

688 

1.0e-72 

154 

84 



50927 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE III PRECURSOR 

(CAB) >gi_7274 9_pir CDBH3 chlorophyll a/b-binding protein 

type III precursor - barley >gi_19023_emb_CAA44881_ 
(X63197) type III LHCII CAB precursor protein [Hordeum 
vulgare] 

398708 

LIB3431-018-P1-K1-C12 

BLASTX 

g2501578 

515 

3.0e-52 

125 

82 

ETHYLENE-INDUCIBLE PROTEIN HEVER >gi_2129913_pir S60047 

ethylene-responsive protein 1 - Para rubber tree 
>gi_1209317 (M88254) ethylene-inducible protein [Hevea 
brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398709 

LIB3431-018-P1-K1-C4 

BLASTX 

gl32105 

739 

2.0e-78 

137 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 
(RUBISCO SMALL SUBUNIT C) >gi_68094_pir_RKRZS9 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

398710 

LIB3431-018-P1-K1-C6 

BLASTX 

g2497746 

380 

2.0e-36 

99 

76 

NONSPECIFIC LIPID-TRANSFER PROTEIN 2 PRECURSOR (LTP 2) 
>gi_951334 (U31766) lipid transfer protein precursor [Oryza 
sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



398711 

LIB3431-018-P1-K1-C7 

BLASTX 

g3789952 

252 

2.0e-21 

151 

49 



50928 



NCBI Description 



(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398712 

LIB3431-018-P1-K1-C8 

BLASTX 

g3980400 

489 

3.0e-49 

142 

66 

(AC004561) 
thaliana] 



putative tropinone reductase [Arabidopsis 



CP 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398713 ( 

LIB3431-018-P1-K1-D10 

BLASTN 

g4959460 

36 

1.0e-10 

36 
100 

Zea mays RACB small GTP binding protein mRNA, complete cds 
398714 

LIB3431-018-P1-K1-D11 

BLASTX 

gl70131 

276 

3.0e-24 

75 

65 

(M55322) ribosomal protein 30S subunit [Spinacia oleracea] 
398715 

LIB3431-018-P1-K1-D12 

BLASTX 

gll5813 

424 

1.0e-41 

118 

73 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB- 8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

398716 

LIB3431-018-P1-K1-D2 

BLASTX 

gll5787 

782 

2.0e-83 

170 

91 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCI I TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 



50929 



(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398717 

LIB3431-018-P1-K1-D3 

BLASTX 

g548603 

690 

1.0e-72 

136 

96 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
{PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_4784 04_pir JQ2247 photosystem I chain D precursor - 

barley >gi_167085 (M98254) PSI-D subunit [Hordeum vulgare] 

398718 

LIB3431-018-P1-K1-D4 

BLASTX 

gll5787 

767 

9.0e-82 

169 

91 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_824 61_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398719 

LIB3431-018-P1-K1-D5 

BLASTX 

gl21343 

871 

5.0e-94 

177 

93 

GLUTAMINE SYNTHETASE SHOOT ISOZYME, CHLOROPLAST PRECURSOR 
( GLUTAMATE — AMMONIA LIGASE) (CLONE LAMBDA-GS31) 

>gi_68598_pir AJRZQD glutamate — ammonia ligase (EC 

6.3.1.2) delta precursor, chloroplast - rice 
>gi_20370_emb_CAA32462_ (X14246) precursor chloroplastic 
glutamine synthetase (AA -4 6 to 382) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398720 

LIB3431-018-P1-K1-D6 

BLASTX 

g2130069 

1038 

1.0e-113 

199 

96 

catalase (EC 1.11.1.6) catA - rice 

>gi_1261858_dbj__BAA06232_ (D29966) catalase [Oryza sativa] 



Seq. No. 



398721 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-018-P1-K1-D7 

BLASTX 

g4803952 

461 

8.0e-46 

115 

77 

(AC006202) hypothetical protein [Arabidopsis thaliana] 
398722 

LIB3431-018-P1-K1-E10 

BLASTX 

gl25580 

791 

2.0e-84 

181 

85 

PHOSPHORIBULOKINASE PRECURSOR ( PHOSPHOPENTOKINASE) (PRKASE) 

(PRK) >gi_100839_pir S15743 phosphoribulokinase (EC 

2.7.1.19) - wheat >gi_5924030_emb_CAB56544 . 1_ (X51608) 
phosphoribulokinase [Triticum aestivum] 

398723 

LIB3431-018-P1-K1-E12 

BLASTX 

g671740 

342 

4.0e-32 

63 

100 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398724 

LIB3431-018-P1-K1-E3 

BLASTX 

g2072555 ' 

237 ' 

1.0e-19 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398725 

LIB3431-018-P1-K1-E7 

BLAST N 

g2331140 

279 

1.0e-155 

420 

97 

Oryza sativa water-stress inducible protein 
complete cds 



(WSI) mRNA, 



Seq. No. 



398726 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor - rice 

type I light-harvesting 



LIB3431-018-P1-K1-E9 
BLASTX 
g320618 
746 

2.0e-79 
159 
90 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

398727 

LIB3431-018-P1-K1-F10 

BLASTX 

g548605 

595 

1.0e-61 

130 

91 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Horde urn vulgar e] 

398728 

LIB3431-018-P1-K1-F11 

BLASTX 

gl31388 

658 

6.0e-69 

189 

72 

OXYGEN- EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN- EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_100831_pir S16260 

photosystem II oxygen-evolving complex protein 1 - common 
wheat x Sanduri wheat >gi_21844_emb_CAA40670_ (X57408) 
33kDa oxygen evolving protein of photosystem II [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398729 

LIB3431-018-P1-K1-F12 

BLASTX 

g548605 

377 

3.0e-36 

78 

95 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398730 

LIB3431-018-P1-K1-F8 

BLASTX 

g2570499 

191 

1.0e-14 

38 
100 

(AF022732) 
sativa] 



23kDa polypeptide of photosystem II [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



L-018-P1-K1-G10 
10 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398731 
LIB3431- 
BLASTX 
g530574( 
759 

8.0e-81 

186 

84 

(AF135862) precursor mono functional aspartokinase [Glycine 
max] 

398732 

LIB3431-018-P1-K1-G11 

BLASTX 

gll5787 

691 

7.0e-73 

133 

99 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_824 61_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

398733 

LIB3431-018-P1-K1-G12 

BLASTX 

g5921185 

395 

6.0e-47 

213 

50 

CYTOCHROME P450 76C1 >gi_2979548 (AC003680) putative 
7-ethoxycoumarin O-deethylase [Arabidopsis thaliana] 

398734 

LIB3431-018-P1-K1-G2 

BLASTX 

gll73347 

932 

1.0e-101 

185 
95 

SEDOHEPTULOSE-l,7-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) (SED (1,7) P2ASE) 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_142 65_emb_CAA4 6507__ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 
aestivum] 

398735 

LIB3431-018-P1-K1-G4 

BLASTX 

g!32096 

803 

6.0e-86 

150 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN A PRECURSOR 

(RUBISCO SMALL SUBUNIT A) >gi_68095_pir RKRZS6 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS2106) - rice >gi_218210_dbj_BAA00539_ 
(D00644) small subunit of ribulose-1 , 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] 



4» 

o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398736 

LIB3431-018-P1-K1-G5 

BLASTX 

g6014904 

296 

1.0e-26 

74 

77 

DAG PROTEIN, CHLOROPLAST 
>gi_1200205_emb_CAA65064 



PRECURSOR 
(X95753) 



DAG [Antirrhinum ma jus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398737 

LIB3431-018-P1-K1-G6 

BLASTX 

g2501189 

643 

3.0e-67 

164 

79 

THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_2130146_pir S61419 thiamine biosynthetic enzyme thil-1 

- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 

398738 

LIB3431-018-P1-K1-G7 

BLASTX 

g320618 

728 

3.0e-77 

156 

89 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 

type I light-harvesting 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398739 

LIB3431-018-P1-K1-G9 

BLASTX 

g3885888 

326 

4.0e-30 

89 

76 

(AF093632) high mobility group protein [Oryza sativa] 
398740 

LIB3431-018-P1-K1-H10 

BLASTX 

gll5793 

869 

1.0e-93 

192 

85 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE III PRECURSOR 

(CAB) >gi_72749_pir CDBH3 chlorophyll a/b-binding protein 

type III precursor - barley >gi_19023_emb_CAA4 4881_ 
(X63197) type III LHCII CAB precursor protein [Hordeum 
vulgare] 



Seq. No. 


398741 


Seq. ID 


LIB3431-018-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g710308 


BLAST score 


987 


E value 


1.0e-107 


Match length 


224 


% identity 


85 


NCBI Description 


(U11693) victorin binding protein [Avena sativa] 


Seq. No. 


398742 


Seq. ID 


LIB3431-018-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


gll3466 


BLAST score 


282 


E value 


8.0e-25 


Match length 


82 


% identity 


65 


NCBI Description 


ADP, ATP CARRIER PROTEIN (ADP/ATP TRANSLOCASE) (ADENINE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



NUCLEOTIDE TRANSLOCATOR) (ANT) >gi_72020_pir XWNC ADP, ATP 

carrier protein - Neurospora crassa >gi_2977_emb_CAA25104_ 
(X00363) ADP/ATP carrier protein [Neurospora crassa] 

398743 

LIB3431-018-P1-K1-H4 

BLASTX 

g3126854 

731 

2.0e-77 

186 

80 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398744 

LIB3431-018-P1-K1-H5 

BLASTX 

gl21530 

866 

3.0e-93 

194 

86 

(S)-2-HYDROXY-ACID OXIDASE, PEROXISOMAL (GLYCOLATE OXIDASE) 
(GOX) (SHORT CHAIN ALPHA-HYDROXY ACID OXIDASE) 

>gi_65974_pir OXSPH (S) -2-hydroxy-acid oxidase (EC 

1.1.3.15), peroxisomal - spinach >gi_229945_pdb_lGOX_ 
Glycolate Oxidase (E.C.I. 1. 3. 1) >gi_170113 (J03492) 
glycolate oxidase (EC 1.1.3.15) [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398745 

LIB3431-018-P1-K1-H7 

BLASTX 

g3345477 

813 

4.0e-87 

201 

79 

(AB016283) carbonic anhydrase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

^identity 

SfCBI Description 



398746 

LIB3431-018-P1-N1-A1 

BLASTX 

g70772 

292 

2.0e-26 

58 

100 

histone H4 - wheat >gi_70773_pir HSPM4 histone H4 

pea 



garden 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398747 

LIB3431-018-P1-N1-A2 

BLASTX 

g3789954 

390 

1.0e-37 
72 
100 

(AF094776) 
sativa] 



chlorophyll a/b-binding protein precursor [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398748 

LIB3431-018-P1-N1-A4 

BLASTX 

g4038034 

222 

4.0e-19 

76 

68 

(AC005936) unknown protein [Arabidopsis thaliana] 
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Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398749 

LIB3431-018-P1-N1-A6 

BLASTX 

gl32166 

158 

1.0e-10 

31 
87 • 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) 

>gi_81660_pir S04048 ribulose-bisphosphate carboxylase 

activase precursor - Arabidopsis thaliana 
>gi_16471_emb_CAA32429_ (X14212) rubisco activase (AA 1 
473) [Arabidopsis thaliana] 



SJ1 
03 

O 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



n 



398750 

LIB3431-018-P1-N1-A7 

BLASTX 

g4836912 

238 

5.0e-20 

73 

66 

(AC007153) 60811 [Arabidopsis thaliana] 
398751 

LIB3431-018-P1-N1-A8 

BLASTX 

g2326947 

158 

1.0e-10 

29 

100 

(Z50801) Chlorophyll a/b-binding protein CP29 precursor 
[Zea mays] 



Seq. No. 


398752 


Seq. ID 


LIB3431-018-P1-N1-A9 


Method 


BLASTN 


NCBI GI 


g2570514 


BLAST score 


259 


E value 


1.0e-143 


Match length 


332 


% identity 


97 


NCBI Description 


Oryza sativa glycolate 


Seq. No. 


398753 


Seq. ID 


LIB3431-018-P1-N1-B3 


Method 


BLASTX 


NCBI GI 


gll72818 


BLAST score 


179 


E value 


2.0e-25 


Match length 


67 


% identity 


97 


NCBI Description 


4 OS RIBOSOMAL PROTEIN ; 



protein S16 [Oryza sativa] >gi_1096552_prf 2111468A 



50937 



ribosomal protein S16 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398754 

LIB3431-018-P1-N1-B4 

BLASTN 

g2331130 

171 

2.0e-91 

191 
98 

Oryza sativa glycine-rich protein 
cds 



(OSGRP1) mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398755 

LIB3431-018-P1-N1-B6 

BLASTX 

gll5813 

224 

3.0e-18 

78 

69 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB- 8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

398756 

LIB3431-018-P1-N1-B7 

BLASTX 

g829283 

200 

1.0e-15 

51 

80 

(Z15018) heat shock protein hsp82 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398757 

LIB3431-018-P1-N1-B9 

BLASTN 

gll957 

68 

4.0e-30 

156 

87 

Rice complete chloroplast genome 
398758 * 

LIB3431-018-P1-N1-C3 

BLASTX 

g6063542 

253 

2.0e-40 

88 

91 

(AP000615) EST C74302 (E30840) corresponds to a region of 
the predicted gene.; similar to glyceraldehyde-3-phosphate 
dehydrogenase. (M64118) [Oryza sativa] 



50938 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Descriptions 



398759 

LIB3431-018-P1-N1-C4 

BLASTX 

g671740 

244 

8.0e-21 

58 

79 

(X84730) ribulose-bisphosphate carboxylase 
construct] 



[synthetic 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398760 

LIB3431-018-P1-N1-C5 

BLASTX 

g548605 

338 

9.0e-32 

73 

92 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi — 539055_j?ir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgar e] 



Seq. No. 


398761 


Seq. ID 


LIB3431-018-P1-N1-C6 


Method 


BLASTX 


NCBI GI 


g2407273 


BLAST score 


268 


E value 


1.0e-23 


Match length 


53 


% identity 


96 


NCBI Description 


(AF017359) lipid transfer protein LPT II [Oryza sativa] 


Seq. No. 


398762 


Seq. ID 


LIB3431-018-P1-N1-C8 


Method 


BLASTX 


NCBI GI 


g3980406 


BLAST score 


313 


E value 


8.0e-29 


Match length 


93 


% identity 


61 


NCBI Description 


(AC004561) putative tropinone reductase [Arabidopsis 




thaliana] 


Seq. No. 


398763 


Seq. ID 


LIB3431-018-P1-N1-D12 


Method 


BLASTX 


NCBI GI 


gll5813 


BLAST score 


267 


E value 


3.0e-23 


Match length 


83 


% identity 


69 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE 



III 

CAB- 8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 



50939 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398764 

LIB3431-018-P1-N1-D2 

BLASTX 

g3036951 

243 

3.0e-27 

65 

100 

(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

398765 

LIB3431-018-P1-N1-D3 

BLASTX 

g548603 

325 

3.0e-30 

63 

97 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_478404_pir JQ2247 photosystem I chain D precursor - 

barley >gi_167085 (M98254) PSI-D subunit [Hordeum vulgare] 

398766 

LIB3431-018-P1-N1-D4 

BLASTN 

g20181 

183 

2.0e-98 

190 

99 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 

398767 

LIB3431-018-P1-N1-D5 

BLASTN 

g20369 

252 

1.0e-139 

263 

99 

Oryza sativa shoot GS2 mRNA for chloroplastic glutamine 
synthetase (EC 6.3.1.2) (clone lambda-GS31) 
>gi_2170909_dbj_E02681_E02681 cDNA encoding precursor of 
chloroplast localising glutamine synthetase 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



398768 

LIB3431-018-P1-N1-D6 

BLASTN 

g20191 

430 

0.0e+00 

466 

98 



50940 



NCBI Description 



O.sativa mRNA for catalase 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398769 

LIB3431-018-P1-N1-E1 

BLASTX 

g3913641 

434 

1.0e-60 

126 

96 

FRUCTOSE-1, 6-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 
(D-FRUCTOSE-1, 6-BIS PHOSPHATE 1-PH0SPH0HYDR0LASE) (FBPASE) 
>gi_3041777_dbj_BAA25423_ (AB007194) 
fructose-1, 6-bisphosphatase [Oryza sativa] 



m 

m 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398770 

LIB3431-018-P1-N1-E10 

BLASTN 

g21838 

67 

3.0e-29 

204 

85 

T.aestivum PRK gene for ribulose-5-phosphate kinase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398771 

LIB3431-018-P1-N1-E11 

BLASTX 

g2864617 

200 

2.0e-15 

85 

53 

(AL021811) H+-transporting ATP synthase chain9 - like 
protein [Arabidopsis thaliana] >gi_5730141_emb_CAB52473 . 1_ 
(AJ245574) ATP synthase beta chain precursor (subunit II)" 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398772 

LIB3431-018-P1-N1-E12 

BLASTX 

g671740 

284 

3.0e-25 

63 

84 

(X84730) ribulose-bisphosphate carboxylase 
construct] 



[synthetic 



Seq. No. 
Seq. ID 
Method 
NCBI GI • 
BLAST score 
E value 
Match length 
% identity 



398773 

LIB3431-018-P1-N1-E2 

BLASTX 

g2407279 

279 

4.0e-42 

94 

93 



50941 



NCBI Description 



(AF017362) aldolase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398774 

LIB3431-018-P1-N1-E3 

BLASTN 

g2072554 

455 

0.0e+00 

483 

99 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398775 

LIB3431-018-P1-N1-E5 

BLASTX 

g2582822 

285 

3.0e-34 

90 

82 

(Y09987) CDSP32 protein (Chloroplast Drought-induced Stress 
Protein of 32kDa) [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398776 

LIB3431-018-P1-N1-E7 

BLASTN 

g2331130 

162 

6.0e-86 

254 

91 

Oryza sativa glycine-rich protein (OSGRP1) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398777 

LIB3431-018-P1-N1-E9 

BLASTX 

g3036951 

291 

3.0e-26 

56 

100 

(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398778 

LIB3431-018-P1-N1-F1 

BLASTN 

g2072554 

140 

7.0e-73 

272 

88 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



50942 



U 



s 

01 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398779 

LIB3431-018-P1-N1-F10 

BLASTX 

g548605 

368 

3.0e-35 

76 

95 

PHOTOSYSTEM I REACTION CENTRE 
(LIGHT-HARVESTING COMPLEX I 7 



SUBUNIT X PRECURSOR 
KD PROTEIN) (PSI-K) 



>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 

398780 

LIB3431-018-P1-N1-F11 - 

BLASTX 

g482311 

297 

3.0e-41 

91 

99 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 

398781 

LIB3431-018-P1-N1-F5 

BLASTN 

g20369 

382 

0.0e+00 

382 

100 

Oryza sativa shoot GS2 mRNA for chloroplastic glutamine 
synthetase (EC 6.3.1.2) (clone lambda-GS31) 
>gi_2170909_dbj_E02681_E02681 cDNA encoding precursor of 
chloroplast localising glutamine synthetase 



Seq. No. 


398782 


Seq. ID 


LIB3431- 


Method 


BLASTX 


NCBI GI 


gl477428 


BLAST score 


294 


E value 


2.0e-26 


Match length 


59 


% identity 


97 


NCBI Description 


(X99623) 


Seq. No. 


398783 


Seq. ID 


LIB3431-I 


Method 


BLASTX 


NCBI GI 


g4079798 


BLAST score 


298 


E value 


8.0e-43 


Match length 


93 


% identity 


88 



alpha-tubulin 1 [Hordeum vulgare] 



50943 



NCBI Description 



(AF052203) 23 kDa polypeptide of photosystem II [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398784 

LIB3431-018-P1-N1-G10 

BLASTX 

g4376158 

227 

2.0e-18 

75 

63 

(X98873) aspartate kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398785 

LIB3431-018-P1-N1-G11 

BLASTX 

g421916 

154 

3.0e-10 

29 
97 

chlorophyll a/b-binding protein - English ivy (fragment) 
>gi_12582_emb_CAA48410_ (X68333) light harvesting 
chlorophyll a /b binding protein [Hedera helix] 

398786 

LIB3431-018-P1-N1-G4 

BLASTN 

g218209 

57 

2.0e-23 

153 

85 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 
pOSSS2106 

398787 

L1B3431-018-P1-N1-G7 

BLASTX 

g3036951 

282 

3.0e-25 

54 

100 

(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

398788 

LIB3431-018-P1-N1-G8 

BLASTX 

g5262756 

221 

5.0e-27 

80 

75 

(AL080283) putative protein [Arabidopsis thaliana] 



50944 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398789 

LIB3431-018-P1-N1-G9 

BLASTN 

g3885887 

365 

0. 0e+00 

365 

100 

Oryza sativa high mobility group protein (HMG) mRNA, 
complete cds 



u 

s 

m 

2 

p. 
Pi 

s 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398790 

LIB3431-018-P1-N1-H10 

BLASTX 

gll5794 

542 

2.0e-55 

114 

90 

CHLOROPHYLL A-B BINDING PROTEIN 13 PRECURSOR (LHCII TYPE 

III CAB- 13) >gi_72748_pir CDT033 chlorophyll a/b-binding 

protein type III precursor (cab-13) - tomato 
>gi_19277_emb_CAA42818_ (X60275) LHCII type III 
[Lycopersicon esculentum] 

398791 

LIB3431-018-P1-N1-H12 

BLASTN 

g710307 

36 

1.0e-10 

52 

92 

Avena sativa victorin binding protein mRNA, complete cds 
398792 

LIB3431-018-P1-N1-H2 

BLASTX 

g3881189 

146 

2.0e-15 

93 

43 

(Z99281) similar to ADP-ribosylation factor; cDNA EST 
EMBL:C08179 comes from this gene; cDNA EST EMBL:C08337 
comes from this gene; cDNA EST EMBL:C09829 comes from this 
gene; cDNA EST yk291b4.5 comes from this gene; cDNA EST y 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



398793 

LIB3431-018-P1-N1-H4 

BLASTX 

gll5802 

195 

5.0e-15 

40 

90 



50945 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN 36 PRECURSOR (LHCII TYPE I 

CAB-36) (LHCP) >gi_100311_pir S21827 chlorophyll 

a/b-binding protein (cab-36) - common tobacco 
>gi_19827_emb_CAA41188_ (X58230) chlorophyll a/b binding 
protein [Nicotiana tabacum] 

398794 

LIB3431-018-P1-N1-H5 

BLASTN 

g2570514 

266 

1.0e-148 

325 
98 

Oryza sativa glycolate oxidase (GOX) mRNA, complete cds 
398795 

LIB3431-018-P1-N1-H6 

BLASTX 

g5042409 

148 

3.0e-09 

39 

72 

(AC006193) Putative membrane related protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398796 

LIB3431-018-P1-N1-H7 

BLASTX 

g606817 

188 

5.0e-25 

61 

78 

(U08404) carbonic anhydrase [Oryza 
>gi_5917783_gb_AAD56038 . 1_AF182806_ 
anhydrase 3 [Oryza sativa] 



sativa] 

1 (AF182806) 



carbonic 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398797 

LIB3431-018-P1-N1-H8 

BLASTN 

g4206059 

34 

2.0e-09 

34 

100 

Homo sapiens map 20ql3.3; 
complete sequence 



51cR from D20S173 repeat region, 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



398798 

LIB3431-019-P1-K1-A10 

BLASTN 

g2072554 

239 

1.0e-132 
239 



50946 



% identity 

NCBI Description 



100 

Oryza sativa metallothionein-like protein mRNA, 
cds 



complete 



o 

o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398799 

LIB3431-019-P1-K1-A11 

BLASTX 

gl085987 

231 . 

2.0e-19 

45 

98 

light harvesting chlorophyll a 
spruce >gi_607148_emb_CAA57407_ 



protein precursor - Norway 
(X81808) light harvesting 



chlorophyll a /b-binding protein Lhcbl*l [Picea abies] 



398800 

LIB3431-019-P1-K1-A12 

BLASTN 

g4761113 

47 

3.0e-17 

51 

98 

Allium grayi 5S ribosomal RNA gene, 



complete sequence 



398801 

LIB3431-019-P1-K1-A4 

BLASTX 

g3789954 

691 

4.0e-73 
127 
100 

(AF094776) 
sativa] 



chlorophyll a/b-binding protein precursor [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI • 
BLAST score 
E value 



398802 

LIB3431-019-P1-K1-A5 

BLASTX 

gl26894 

535 

1.0e-54 

137 

78 

MALATE DEHYDROGENASE, GLYOXYSOMAL PRECURSOR 

>gi_319832j?ir DEPUGW malate dehydrogenase (EC 1.1.1.37) 

precursor, glyoxysomal - watermelon >gi_167284 (M33148) 
glyoxysomal malate dehydrogenase precursor (EC 1.1.1.37) 
[Citrullus vulgaris] 

398803 

LIB3431-019-P1-K1-A6 

BLASTX 

g5442410 

390 

1.0e-37 



50947 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137 
57 

(AF159254) ascorbate peroxidase [Zantedeschia aethiopica] 
398804 

LIB3431-019-P1-K1-A7 

BLASTX 

g320618 

689 

9.0e-73 

150 

87 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398805 

LIB3431-019-P1-K1-A9 

BLASTX - 

g2982453 

149 

9.0e-15 

77 
58 

(AL022223) f ructose-bisphosphate aldolase-like protein 
[Arabidopsis thaliana] 



Seq. No. 


398806 


Seq. ID 


LIB3431-019-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


g2809245 


BLAST score 


298 


E value 


6.0e-27 


Match length 


78 


% identity 


72 


NCBI Description 


(AC002560) F21B7.14 [Arabidopsis thaliana] 


Seq. No. 


398807 


Seq. ID 


LIB3431-019-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


g4038594 


BLAST score 


280 


E value 


8.0e-25 


Match length 


84 


% identity 


62 


NCBI Description 


(AJ222798) tDETl protein [Lycopersicon esculentum] 



>gi_4454332_emb_CAA11914_ (AJ224356) tDETl protein 
[Lycopersicon esculentum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



398808 

LIB3431-019-P1-K1-B12 

BLASTX 

g3885882 

390 

7.0e-38 



50948 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



74 
100 

(AF093629) inorganic pyrophosphatase [Oryza sativa] 
398809 

LIB3431-019-P1-K1-B4 

BLASTX 

g4585882 

590 

3.0e-61 

134 

78 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



m 

£ 



5 

o 



Seq. No. 


398810 


Seq. ID 


LIB3431-019-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


g2921158 


BLAST score 


554 


E value 


4.0e-57 


Match length 


122 


% identity 


89 


NCBI Description 


(AF022909) ClpC [Arabidopsis thaliana] 


Seq. No. 


398811 


Seq. ID 


LIB3431-019-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g320618 


BLAST score 


753 


E value 


3.0e-80 


Match length 


142 


% identity 


99 


NCBI Description 


chlorophyll a/b-binding protein I precursor 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

398812 

LIB3431-019-P1-K1-B8 

BLASTX 

gl32105 

427 

3.0e-42 

103 

83 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208jdbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



50949 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398813 

LIB3431-019-P1-K1-B9 

BLASTX 

g2982453 

568 

1.0e-58 

129 

86 

(AL022223) f ructose-bisphosphate aldolase-like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398814 

LIB3431-019-P1-K1-C1 
BLASTX 
gl26201 

409 - - ' 

6.0e-40 
117 
68 

3-ISOPROPYLMALATE DEHYDROGENASE 
DEHYDROGENASE) (IMDH) (3-IPM-DH 
3-isopropylmalate dehydrogenase 
rape >gi_17827_emb_CAA42596_ (X59970 
dehydrogenase [Brassica napus] 



PRECURSOR (BETA-IPM 

>gi_8167 6_pir S20510 

(EC 1.1.1.85) precursor 
3-isopropylmalate 



Seq. No. 


398815 


Seq. ID 


LIB3431-019-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g5031281 


BLAST score 


345 


E value 


2.0e-32 


Match length 


115 


% identity 


60 


NCBI Description 


(AF139499) unknown [Prunus < 


Seq. No. 


398816 


Seq. ID 


LIB3431-019-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g3292814 


BLAST score 


248 


E value 


4.0e-21 


Match length 


117 


% identity 


44 


NCBI Description 


(AL031018) putative protein 


Seq. No. 


398817 


Seq. ID 


LIB3431-019-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 


E value 


9.0e-20 


Match length 


44 


% identity 


100 


NCBI Description 


(AF001396) metallothionein- 




>gi_6103441_gb_AAF03603.1_ 




protein [Oryza sativa] 



(AF14778 6) metallothionein-like 



50950 



Seq. No. 


398818 


Seq. ID 


LIB3431-019-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g3913018 


BLAST score 


712 


F. Vr5 1 UP 


2 Oe-75 


Match length 


136 


% identity 


99 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 




(ALDP) >gi_218155_dbj_BAA02730_ (D13513) chloroplastic 




aldolase [Oryza sativa] 


Seq. No. 


398819 


Seq. ID 


LIB3431-019-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g3776005 


BLAST score 


372 


E value 


1.0e-35 


Match length 


76 


% identity 


95 


NCBI Description 


(AJ010466) RNA helicase [Arabidopsis thaliana] 


Seq. No. 


398820 


Seq. ID 


LIB3431-019-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


a3776005 


BLAST score 


287 


E value 


1.0e-25 


Match length 


76 


% identity 


78 


NCBI Description 


(AJ0104 66) RNA helicase [Arabidopsis thaliana] 


Seq. No. 


398821 


Seq. ID 


LIB3431-019-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


gll73347 


BLAST score 


473 


E value 


2.0e-47 


Match length 


107 


% identity 


89 


NCBI Descriotion 


SEDOHEPTULOSE-1, 7-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 




(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) (SED (1,7) P2ASE) 




>gi 100803_pir S23452 sedoheptulose-bisphosphatase (EC 




3.1.3.37) precursor - wheat >gi_14265_emb_CAA4 6507_ 




(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum. 




aestivum] 


Seq. No. 


398822 


Seq. ID 


LIB3431-019-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


538 


E value 


4.0e-55 


Match length 


120 



% identity 85 

NCBI Description RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 
(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 



50951 



ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398823 

LIB3431-019-P1-K3^P^:*: :: ^ 
BLASTX ' *-?'■' ■/ , ■' 

g2239089 
218 

1.0e-17 

100 

41 

(Z84386) anthranilate N-hydroxycinnamoyl /benzoyl transferase 
[Dianthus caryophyllus] >gi_3288180_emb_CABll4 66_ (Z98758) 
anthranilate N-hydroxycinnamoyl /benzoyltransf erase 
[Dianthus caryophyllus] 



Seq. No. 


398824 


Seq. ID 


LIB3431-019-P1-K1-D10 


Method 


BLASTX 


MPDT (IT 


nl ft ^7^1 


BLAST score 


512 


E value 


4.0e-52 


Match length 


97 


% identity 


100 


NCBI Description 


(U86018) photosystem II 10 kDa polypeptide 


Seq. No. 


398825 


Seq. ID 


LIB3431-019-P1-K1-D11 


Method 


BLAST N 


NCBI GI 


g6015437 


BLAST score 


36 


E value 


6.0e-ll 


Match length 


47 


% identity 


65 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


398826 


Seq. ID 


LIB3431-019-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


g671740 


BLAST score 


588 


E value 


5.0e-61 


Match length 


108 


% identity 


100 


NCBI Description 


(X84730) ribulose-bisphosphate carboxylase 




construct] 


Seq. No. 


398827 


Seq. ID 


LIB3431-019-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


g2501646 


BLAST score 


631 



50952 



E value 
Match length 
% identity 
NCBI Description 



5.0e-66 

139 

91 

UROPORPHYRINOGEN DECARBOXYLASE (UPD) 

>gi_1362169_pir S55733 uroporphyrinogen decarboxylase - 

barley >gi_1016347_emb_CAA58039_ (X82832) uroporphyrinogen 
decarboxylase [Hordeum vulgare] 



m 

■ill 



5 - 

o 

5 

rl 



Seq. No; , 


398828 / 


Seq. ID' " : 


LIB3431-019-P1-K1-DV 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


38 


E value 


7.0e-12 


Match length 


38 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 mRNA, complete 


Seq. No. 


398829 


Seq. ID 


LIB3431-019-P1-K1-D5 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


1.0e-10 


Match length 


47 


% identity 


66 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


398830 


Seq. ID 


LIB3431-019-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g!15787 


BLAST score 


508 


E value 


1.0e-51 


Match length 


117 


% identity 


87 


NCBI Description 


CHLOROPHYLL. A-B BINDING PROTEIN \ 



2 PRECURSOR (LHCII TYPE I . 

CAB-2) (LHCP) >gi_824 61_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398831 

LIB3431-019-P1-K1-D8 

BLASTX 

gl32105 

609 

2.0e-63 

131 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 
(RUBISCO SMALL SUBUNIT C) >gi_68094_pir_RKRZS9 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 



50953 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value , 

Match length ' 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI .GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

398832 

LIB3431-019-P1-K1-D9 

BLASTX 

g320618 

380 

2.0e-36 

96 ' ". ' ' ■ ' • " ' ' ' 

83 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

398833 

LIB3431-019-P1-K1-E1 

BLASTX 

g4874311 

433 

8.0e-43 
132 

66 - 

(AC006053) unknown protein [Arabidbpsis thaliana] 

398834 

LIB3431-019-P1-K1-E10 

BLASTX 

g5103831 

221 

6.0e-18 

66 

64 

(AC007591) ESTs gb_H37032, gb_R6425, gb_Z34651, gb_N37268, 
gb_AA713172 and gb_Z34241 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID- 
Method 
NCBI GI 
BLAST score 
E value 



398835 

LIB3431-019-P1-K1-E11 

BLASTX 

gl076724 

601 

2.0e-62 

127 

84 

LHCI-680, photosystem I 
>gi_ 666054 emb CAA59049 



antenna protein - barley 
(X84308) LHCI-680, photosystem I 



antenna protein [Hordeum vulgare] 
398836 

LIB3431-019-P1-K1-E3 

BLASTX 

gl871192 

288 

9.0e-26 



50954 



Match length 

% identity 

NCBI Description 



137 
45 

(U90439) Cys3His zinc finger protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398837 

LIB3431-019-P1-K1-E4 

BLASTX 

,g4539332 

296 ' ' ' . - 

1.0e-26 

90 

68 

(AL035539) glycosyltransf erase like protein (fragment) 
[Arabidopsis thaliana] 



Seq. No. 


398838 


Seq.. ID 


LIB3431-019-P1-K1-E5 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


39 


E value 


2.0e-12 


Match length 


39 


% identity 


100 


\TfRT Ho cpr i t~\+" A r\n 




Seq. No. 


398839 


Seq. ID 


LIB3431-019-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g2293480 


BLAST score 


416 


E value 


7.0e-41 


Match length 


85 


% identity 


94 


NCBI Description 


(AF011331) glycine-rich 


Seq. No. 


398840 


Seq. ID 


LIB3431-019-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


g2623298 


BLAST score 


512 


E value 


5.0e-52 


Match length 


143 


% identity 


64 


NCBI Description 


(AC002409) putative 4-a 




thaliana] 


Seq. No. 


398841 


Seq. ID 


LIB3431-019-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


gl076746 


BLAST score 


163 


E value 


3 % .0e-ll 


Match length 


30 


% identity 


97 


NCBI Description 


heat shock protein 70 - 




>g i_7 6 3 1 6 0_emb_CAA4 7948 



50955 



[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity : 

NCBI Description 



398842 

LIB3431-019-P1-K1-F1 

BLASTX 

gl34034 

261 

1.0e-22 

110 , . 

50 " , ' " %:V ■ 

30S RIBOSOMAL PROTEIN S30, CHLOROPLAST PRECURSOR (CS-S5) 
(CSS) (S22) (RIBOSOMAL PROTEIN. 1) (PSRP-1) 

>gi_279640_pir R3SPS5 ribosomal protein CS-S22 precursor, 

chloroplast - spinach >gi_12316_emb_CAA41960_ (X59270) 
chloroplast ribosomal protein S22 [Spinacia oleracea] 
>gi__18031_emb_CAA33403_ (X1534 4) spinach S22 r-protein 
[Spinacia oleracea] 



o 

•nr - 

6 

01 



o 



Seq. No. 


398843 


Seq. ID 


LIB3431-019-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g3075488 


BLAST score 


439 


E value 


2.0e-43 


Match length 


104 


% identity 


82 


NCBI Description 


(AF058796) chlorophyll a/b-] 


Seq. No. 


398844 


Seq. ID 


LIB3431-019-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g3914005 


BLAST score 


314 


E value 


8.0e>29 


Match length 


70 


% identity 


89 


NCBI Description 


MITOCHONDRIAL LON PROTEASE : 



(U85494) LON1 protease [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398845 

LIB3431-019-P1-K1-F2 

BLASTX 

gl777961 

482 

2.0e-48 

152 

62 

(U56406) methyl jasmonate-inducible lipoxygenase 2 [Hordeum 
vulgare] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



398846 

LIB3431-019-P1-K1-F4 

BLASTX 

g82080 

336 

2.0e-31 
95 



50956 



;. FT! 

£ 
6 

r. 

y ' 

e 

b 

n 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



69 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

398847 

LIB3431-019-P1-K1-F5 
BLASTX 
. g2130082 

260 • #: " ' 

2.0e-22 

128 

41 

protein kinase Xa21 (EC 2.7.1.-) - rice >gi_1122443 
(U37133) receptor kinase-like protein [Oryza sativa] 
>gi_2586085 (U72723) receptor kinase-like protein [Oryza 

longistaminata] >gi_1586408_prf 2203451A receptor 

kinase-like protein [Oryza sativa] 

398848 

LIB3431-019-P1-K1-F6 

BLASTX 

g710308 

716 

7.0e-76 

156 

88 

(U11693) victorin binding protein [Avena sativa] 
398849 

LIB3431-019-P1-K1-F7 

BLASTX 

g3126854 

583 

2.0e-60 

111 

98 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
398850 

LIB3431-019-P1-K1-F8 

BLASTX 

gl835731 

531 

3.0e-54 

101 

100 

(U86018) photosystem II 
398851 

LIB3431-019-P1-K1-F9 
BLASTX 
g3075488 
500 

1.0e-50 
117 
83 



10 kDa polypeptide [Oryza sativa] 



50957 



NCBI Description 



(AF058796) chlorophyll a/b-binding protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% ideh'tity 

NCBI Description 



398852 

LIB3431-019-P1-K1-G1 

BLASTX 

g4996602 

316 

5.0e-29 

142 

50 

(AB022273) 
tabacum] 



thylakoid-bound ascorbate peroxidase [Nicotiana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



398853 

LIB3431-019-P1-K1-G3 

BLASTX 

g5834807 

161 

7.0e-ll 

50 

64 

(AL117212) hypothetical protein [Schizosaccharomyces pombe] 
398854 

LIB3431-019-P1-K1-G5 
BLASTX . - 
g320618 
380 

4.0e-44 

108 

86 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

398855 

LIB3431-019-P1-K1-G7 

BLASTX 

gl32105 

390 

3.0e-52 

125 

81 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

398856 

LIB3431-019-P1-K1-G8 



50958 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4506221 

206 

3.0e-16 

102 

45 

proteasome (prosome, macropain) 26S subunit, non-ATPase, 12 
>gi_1945611_dbj_BAA19749_ (AB003103) 26S proteasome subunit 
p55 [Homo sapiens] 

398857 

LIB3431-019-P1-K1-H1 

BLASTX 

g4079800 

502 

7.0e-51 

101 

96 

(AF052503) S-phase-specif ic ribosomal protein [Oryza 
sativa] 



fff 
□ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398858 

LIB3431-019-P1-K1-H11 

BLASTX 

g3885882 

317 

2.0e-29 

83 

75 

(AF093629) inorganic pyrophosphatase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398859 

LIB3431-019-P1-K1-H2 
-BLASTX 
g5903092 
382 

8.0e-37 
114 

72 

(AC008017) Highly similar to developmental protein.. DG1118 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398860 

LIB3431-019-P1-K1-H4 

BLASTX 

g3885888 

316 

5.0e-29 

142 

52 

(AF093632) high mobility group protein [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



398861 

LIB3431-019-P1-K1-H5 

BLASTX 

g3885882 

409 



50959 



E value 3.0e-42 

Match length 95 

% identity 95 

NCBI Description (AF093629) inorganic pyrophosphatase [Oryza sativa] 

Seq. No* 398862 

Seq. ID LIB3431-019-P1-K1-H6 

Method BLASTX 
• NCBI GI , g2795806 -r : .-.."..*. 

, BLAST score 498 

E value 2.0e-50 

Match length 141 

% identity 70 

NCBI Description (AC003674) unknown protein [Arabidopsis thaliana] 

Seq. No. 398863 

Seq. ID LIB3431-019-P1-K1-H7 

Method BLASTX 

NCBI GI gll64988 

BLAST score 345 

E value _ 2.0e-32 

Match length , 124 

% identity 55 

NCBI Description (X94335) YOR3513c [Saccharomyces cerevisiae] 

Seq. No. 398864 

Seq. ID LIB3431-019-P1-K1-H9 

Method BLASTX 

NCBI GI g266893 

BLAST score 661 

E value 1.0e-69 

Match length 130 

% identity 95 



NCBI Description RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) 

>gi_322416_pir S28172 ribulose-bisphosphate carboxylase 

activase - cucumber >gi_18284_emb_CAA47906_ (X67674) 
rubisco activase [Cucumis sativus] 



Seq. No. 398865 

Seq. ID LIB3431-019-P1-N1-A10 

Method BLASTN 

NCBI GI g2072554 

BLAST score 233 

E value 1.0e-128 

Match length 237 

% identity 100 

NCBI Description Oryza sativa metallothionein-like protein mRNA, complete 
cds 

Seq. No. 398866 

Seq. ID . LIB3431-019-P1-N1-A11 

Method BLASTX 

NCBI GI gl085987 

BLAST score 231 

E value 2.0e-19 

Match length 45 



50960 



% identity 


98 


NCBI Description 


light harvesting chlorophyll a protein precursor - Norway 




spruce >gi_607148_emb_CAA57407_ (X81808) light harvesting 




chlorophyll a /b-binding protein Lhcbl*l [Picea abies] 


Seq. No. 


398867 


Seq. ID 


LIB3431-019-P1-N1-A2 


Method 


BLASTN 


NCBI GI 


g218207 


BLAST score 


161" 


E value 


2.0e-85 


Match length 


245 


% identity 


91 


NCBI Description 


Oryza sativa mRNA for the small subunit of 




ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 




pOSSS1139 


Seq. No. 


398868 


Seq. ID 


LIB3431-0i9-Pl-Nl-A4 


Method 


BLASTX " 


NCBI GI 


g3789954 


BLAST score 


390 


E value 


1.0e-37 


Match length 


72 


% identity 


100 


NCBI Description 


(AF094776) chlorophyll a/b-binding protein precursor [Oryza 




sativa] 


Seq. No. 


398869 


Seq. ID 


LIB3431-019-P1-N1-A6 


Method 


BLASTX 


NCBI GI 


g5442410 


BLAST score 


179 


E value 


5.0e-13 


Match length 


78 


% identity 


49 


NCBI Description 


(AF159254) ascorbate peroxidase [Zantedeschia aethiopica] 


Seq. No. 


398870 


Seq. ID 


LIB3431-019-P1-N1-A7 


Method 


BLASTX 


NCBI GI 


gll5787 


BLAST score 


409 


E value 


6.0e-40 


Match length 


77 


% identity 


100 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 




CAB-2) (LHCP) >gi 82461__pir S03706 chlorophyll a/b-binding 




protein 2R precursor - rice >gi 20182 emb CAA32109 




(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 




[Oryza sativa] 


Seq. No. 


398871 


Seq. ID 


LIB3431-019-P1-N1-A9 


Method 


BLASTX 


NCBI GI 


g2191138 


BLAST score 


287 
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E value 


1.0e-25 


Match length 


64 


% identity 


83 


NCBI Description 


(AF007269) A_IG002N01 . 18 gene product [Arabidopsis 




thaliana] 


Seq. No. 


398872 


Seq. ID 


LIB3431-019-P1-N1-B1 


Method 


BLASTX 


NCBI GI 


g2809245 


BLAST score 


283 


E value 


3.0e-25 


Match length 


64 


% identity 


83 


NCBI Description 


(AC002560) F21B7.14 [Arabidopsis thaliana] 


Seq. No. 


398873 


Seq. ID ... 


LIB3431-019-P1-N1-B11 


Method 


BLASTX 


NCBI GI 


g4038594 


BLAST score 


233 


E value 


2.0e-19 


Match length 


67 


% identity 


63 


NCBI Description 


(AJ222798) tDETl protein [Lycopersicon esculentum] 




>gi_4454332_emb_CAA11914_ (AJ224356) tDETl protein 




[Lycopersicon esculentum] 


Seq. No. 


398874 


Seq. ID 


LIB3431-019-P1-N1-B12 


Method 


BLASTN 


NCBI GI 


g3885881 


BLAST score 


345 


E value 


0.0e+00 


Match length 


373 


% identity 


98 


NCBI Description 


Oryza sativa inorganic pyrophosphatase (IPP) mRNA, 




cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398875 

LIB3431-019-P1-N1-B4 

BLASTX 

gll5813 

176' 

1.0e-12 

41 

80 

CHLOROPHYLL A-B . BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB- 8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



398876 

LIB3431-019-P1-N1-B6 

BLASTX 

g461753 

406 

1.0e-39 
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Match length 

% identity 

NCBI Description 



Seq. No. . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No.. 
Seq. ID 
Method 



103 
77 

ATP-DEPENDENT CLP PROTEASE ATP-BINDING SUBUNIT CLPA HOMOLOG 

PRECURSOR >gi_419773j?ir S3 11 64 ATP-dependent ClpB 

proteinase regulatory chain homolog precursor, chloroplast 
- garden pea >gi_169128 (L09547) nuclear encoded precursor 
to chloroplast protein [Pisum sativum] 

398877 

LIB3431-019-P1-N1-B7 

BLASTN 

g20181 

139 

3.0e-72 

150 

98 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 

398878 

LIB3431-019-P1-N1-B8 
BLASTX 





go / 1 / 4 u 


BLAST score 


363 


E value 


2.0e-34 


Match length 


72 


% identity 


94 


NCBI Description 


(X84730) ribulose-bisphosphate carboxyl. 




construct] 


Seq. No. 


398879 


Seq. ID 


LIB3431-019-P1-N1-C11 


Method 


BLASTX 


NCBI GI 


g5031281 


BLAST score 


237 


E value 


9.0e-20 


Match length 


51 


% identity 


80 


NCBI Description 


(AF139499) unknown [Prunus armeniaca] 


Seq. No. 


398880 


Seq. ID 


LIB3431-019-P1-N1-C3 


Method 


BLASTN 


NCBI GI 


g2072554 


BLAST score 


282 


E value 


1.0e-157 


Match length 


286 


% identity 


100 


NCBI Description 


Oryza sativa metallothionein-like prote 




cds 


Seq. No. 


398881 


Seq. ID 


LIB3431-019-P1-N1-C4 


Method 


BLASTN 


NCBI GI 


g218154 


BLAST score 


50 


E value 


4.0e-19 
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05 



5 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
-NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



78 
91 

Oryza sativa gene for cytoplasmic aldolase, 
clone :A1 dp 



398882 

LIB3431-019-P1-N1-C5 

BLASTX 

g3776005 

162 

6.0e-ll 

36 

89 

(AJ0104 66) RNA helicase 



complete cds, 



[Arabidopsis thaliana] 



398883 

LIB3431-019-P1-N1-C7 

BLASTN 

gl4264 

51 

1.0e-19 

87 

90 

T.aestivum gene for sedoheptulose-1, 7-bisphoshatase 
398884 

LIB3431-019-P1-N1-C8 

BLASTN 

g218207 

163 

1.0e-86 

279 

90 

Oryza sativa mRNA for the small subunit of 
ribulose-1, 5-bisphosphate carboxylase, complete cds, 
POSSS1139 



clone 



Seq. No. 


398885 


Seq. ID 


LIB3431-019-P1-N1-D10 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


280 


E value 


6.0e-25 


Match length 


64 


% identity 


84 


NCBI Description 


(U86018) photosystem II 10 kDa polypeptide [Oryza 


Seq. No. 


398886 


Seq. ID 


LIB3431-019-P1-N1-D11 


Method 


BLASTX 


NCBI GI 


g517500 


BLAST score 


176 


E value 


8.0e-13 


Match length 


53 


% identity 


68 


NCBI Description 


(M87435) precursor of the oxygen evolving complex 



protein [Zea mays] >gi_444338jprf 1906386A photosystem II 
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0E17 protein [Pisum sativum] 



Seq. No. 398887 

Seq. ID LIB3431-019-P1-N1-D3 

Method BLASTX 

NCBI GI g6014938 

BLAST score 173 

E value 2.0e-12 

Match length ..->34 

% identity " ' "94 

NCBI Description UROPORPHYRINOGEN DECARBOXYLASE PRECURSOR (UPD) >gi_3420233 
(AF058763) uroporphyrinogen decarboxylase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398888 

LIB3431-019-P1-N1-D7 . 

BLASTX 

g421916 

162 

4.0e-ll 

29 
100 

chlorophyll a/b-binding protein - English ivy (fragment) 
>gi_12582_emb_CAA48410_ (X68333) light harvesting 
chlorophyll a /b binding protein [Hedera helix] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398889 

LIB3431-019-P1-N1-D8 

BLASTX 

g347451 

387 

2.0e-37 

72 

97 

(L22155) 
sativa] . 



ribulose l f 5-bisphosphate carboxylase [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398890 

LIB3431-019-P1-N1-D9 

BLASTX 

g3036951 

310 

2.0e-28 

61 

98 

(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

398891 

LIB3431-019-P1-N1-E4 

BLASTX 

g5764049 

252 

2.0e-21 

67 

70 

(Y16832) alpha-1, 3-mannosyl-glycoprotein 

beta-1, 2-N-acetylglucosaminyltransf erase [Nicotiana 
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tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
""•NCBI Description 



398892 

LIB3431-019-P1-N1-E6 

BLASTN 

g2331130 

189 

1.0e-102 

193 

99 

Oryza sativa glycine-rich protein (OSGRP1) mRNA,^ complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398893 

LIB3431-019-P1-N1-F10 

BLASTN 

g3075487 

240 

1.0e-132 

260 

98 

Oryza sativa chlorophyll a/b-binding protein (RCABP69) 
mRNA, complete cds 

398894 

LIB3431-019-P1-N1-F2 

BLASTX 

gl777961 

194 

1.0e-14 

73 

58 

(U56406) methyl jasmonate-inducible lipoxygenase 2 [Hordeum 
vulgare] 

398895 

LIB3431-019-P1-N1-F4 

BLASTX 

gll5813 

243 

1.0e-20 

55 

85 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB-8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

398896 

LIB3431-019-P1-N1-F6 

BLASTX 

g710308 

147 

2.0e-09 

27 

96 

(U11693) victorin binding protein [Avena sativa] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398897 

LIB3431-019-P1-N1-F7 

BLASTX 

g3126854 

345 

1.0e-32 

65 

100 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398898 

LIB3431-019-P1-N1-F8 

BLAST N 

gl835730 

219 

1.0e-120 

255 

96 

Oryza sativa photosystem II 10 kDa polypeptide mRNA, 
complete cds 

398899 

LIB3431-019-P1-N1-F9 

BLASTN 

g3075487 

338 - 

0.0e+00 

338 

100 

Oryza sativa chlorophyll a/b-binding protein (RCABP69) 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398900 

LIB3431-019-P1-N1-G1 

BLASTX 

gl321627 

231 

3.0e-19 

55 

82 

(D83656) 
sp.] 



thylakoid-bound ascorbate peroxidase [Cucurbita 



398901 

LIB3431-019-P1-N1-G10 

BLASTX 

g289920 

286 

1.0e-25 

58 

95 

(L07119) chlorophyll A/B binding ■ protein [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 
Method 



398902 

LIB3431-019-P1-N1-G2 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl20661 
251 

2.0e-21 

50 

92 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A, CHLOROPLAST 
PRECURSOR >gi_170237 (M14417) glyceraldehyde-3-phosphate 
dehydrogenase A-subunit precursor [Nicotiana tabacum] 





Seq. No. 


398903 




Seq. ID 


LIB3431-019-P1-N1-G5 




Method 


BLASTN 




NCBI GI 


g218171 




BLAST score 


215 




E value 


1.0e-117 




Match length 


243 




% identity 


97 




NCBI Description 


Oryza sativa mRNA for 






a/b binding protein o: 


u 




cds 










Seq. No. 


398904 


£0 


Seq. ID 


LIB3431-019-P1-N1-G6 


cs 


Method 


BLASTX 




NCBI GI 


gl652203 


Q 


BLAST score 


153 




E value 


5.0e-10 


01 


Match length 


78 


2 


% identity 


38 


5 ^ 


NCBI Description 


(D90903) hypothetical 


o 


Seq. No. 


398905 




Seq. ID 


LIB3431-019-P1-N1-G7 


a 


Method 


BLASTX 


D 


NCBI GI 


gl32105 




BLAST score 


310 




E value 


1.0e-30 




Match length 


68 




% identity 


100 




NCBI Description 


RIBULOSE BISPHOSPHATE 



I light-harvesting chlorophyll 



RBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094 jpir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



398906 

LIB3431-019-P1-N1-H11 

BLASTX 

g3789954 

184 

9.0e-14 

33 

97 
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NCBI Description 



(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 



Seq. No. 


398907 


Seq. ID 


LIB3431-019-P1-N1-H4 


Method 


BLASTN 


NCBI GI 


g3885887 


BLAST score 


374 


E value 


0.0e+00 


Match length 


378 


% identity 


100 


NCBI Description 


Oryza sativa high mobility group protein (HI 




complete cds 


Seq. No. 


398908 


Seq. ID 


LIB3431-019-P1-N1-H5 


Method 


BLASTX 


NCBI GI 


g3885882 


BLAST score 


189 


E value 


3.0e-14 


Match length 


39 


% identity 


97 


NCBI Description 


(AF093629) inorganic pyrophosphatase [Oryza 


Sea No 


398909 


Seq. ID 


LIB3431-019-P1-N1-H7 


Method 


BLASTX 


NCBI GI 


gll64988 


BLAST score 


341 


E value 


6.0e-32 


Match length 


94 


% identity 


68 


NCBI Description 


(X94335) YOR3513c [Saccharomyces cerevisiae; 


Seq. No. 


398910 


Seq. ID 


LIB3431-019-P1-N1-H8 


Method 


BLASTN 


NCBI GI 


gl2470 


BLAST score 


76 


E value 


5.0e-35 


Match length 


99 


% identity 


94 


NCBI Description 


Z.mays chloroplast rRNA-operon 


Seq. No. 


398911 


Seq. ID 


LIB3431-019-P1-N1-H9 


Method 


BLASTX 


NCBI GI 


gl32166 


BLAST score 


160 


E value 


6.0e-ll 


Match length 


31 


% identity 


87 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE 



mRNA, 



CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) 

>gi_81660_pir S04048 ribulose-bisphosphate carboxylase 

activase precursor - Arabidopsis thaliana 
>gi_16471_emb_CAA32429_ (X14212) rubisco activase (AA 1 
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473) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398912 

LIB3431-020-P1-K1-A1 

BLASTX 

g2494116 

171 

8.0e-26 

67 . 
75 

(AC002376) Similar to Synechocystis hypothetical protein 
(gb_D90915) . [Arabidopsis thaliana] 

398913 

LIB3431-020-P1-K1-A12 

BLASTX 

gll5787 

516 

2.0e-52 

120 

86 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398914 

LIB3431-020-P1-K1-A7 

BLASTX 

g5931655 

199 

2.0e-15 

100 

41 

(AJ011629) squamosa promoter binding protein-like 1 
[Arabidopsis thaliana] 

398915 

LIB3431-020-P1-K1-A8 

BLASTX 

g3550982 

156 

2.0e-10 

82 

48 

(AB010690) mutM homologue-1 [Arabidopsis thaliana] 
>gi_5903053_gb_AAD55612.1_AC008016_22 (AC008016) Identical 
to gb_AB010690 mutM homologue-1 (formamidopyrimidine-DNA 
glycosylase 1) from Arabidopsis thaliana. EST gb_Z18192 
comes from this gene 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



398916 

LIB3431-020-P1-K1-B12 

BLASTX 

gl21446 

160 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-ll 

60 

58 

FERREDOXIN-DEPENDENT GLUTAMATE SYNTHASE PRECURSOR 

(FD-GOGAT) >gi_100877_pir A38596 glutamate synthase 

(ferredoxin) (EC 1.4.7.1) - maize >gi_168477 (M59190) 
ferredoxin-dependent glutamate synthase [Zea mays] 

398917 

LIB3431-020-P1-K1-B4 

BLASTX 

g417260 

421 

3.0e-41 

128 
66 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 

398918 

LIB3431-020-P1-K1-B5 

BLASTX 

g4063821 

756 

1.0e-80 

144 

99 

(AB015204) plastidic ATP sulfurylase [Oryza sativa] 
398919 

LIB3431-020-P1-K1-B6 

BLASTX 

g3789952 

588 

7.0e-61 

115 

95 

(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



398920 

LIB3431-020-P1-K1-B7 

BLASTX 

g4138290 

582 

2.0e-60 

125 

86 

( AJ0058 4 1 ) thioredoxin 
398921 

LIB3431-020-P1-K1-B8 

BLASTX 

g2673912 

262 

1.0e-22 



M [Oryza sativa] 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score y . . 

E value 

Match length 

% identity 

NCBI Description 



90 
58 

(AC002561) unknown protein [Arabidopsis thaliana] 
398922 

LIB3431-020-P1-K1-B9 

BLASTX 

gl32105 

391 

7.0e-38 

124 

64 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 
sativa] >gi_226375_prf_1508256A ribulose bisphosphate 
carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398923 

LIB3431-020-P1-K1-C1 

BLASTX 

gl70404 

565 

3.0e-68 

137 

96 

(M14444) chlorophyll a/b-binding protein Cab-3C 
[Lycopersicon esculentum] 

398924 

LIB3431-020-P1-K1-C10 

BLASTX 

gl346874 

152 

8.0e-10 

49 

61 

PHOTOSYSTEM II REACTION CENTER W PROTEIN >gi_1016177 
(U30821) subunit of the water oxidation complex on the 
lumenal surface of the photosystem II reaction center 
complex [Cyanophora paradoxal 

398925 

LIB3431-020-P1-K1-C11 

BLASTX 

g3126854 

646 

1.0e-67 

140 

89 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 



Seq. No. 



398926 



50972 



Seq. ID 


LIB3431-020-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g473878 


BLAST score 


168 


E value 


3.0e-12 


Match length 


46 


% identity 


70 


NCBI Description . 


(U08315) calnexin homolog 


Seq. No. 


398927 


Seq. ID 


LIB3431-020-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g5729754 


BLAST score 


175 


E value 


1.0e-12 


Match length 


77 


% identity 


49 


NCBI Description 


transcription factor CA150 




transcription factor CA150 


Seq. No. 


398928 


Seq. ID 


LIB3431-020-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g500734 


BLAST score 


374 


E value 


7.0e-36 


Match length 


131 


% identity 


54 


NCBI Description 


(U10414) Contains similari' 




(ABC_tran), Score=245.2, E- 




elegans] 


Seq. No. 


398929 


Seq. ID 


LIB3431-020-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 


E value 


9.0e-20 


Match length 


44 


% identity 


100 


NCBI Description 


(AF001396) metallothionein- 




>gi_6103441_gb_AAF03603.1_ 




protein [Oryza sativa] 


Seq. No. 


398930 


Seq. ID 


LIB3431-020-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


gl519251 


BLAST score 


537 


E value 


4.0e-55 



>gi_2460124 (AF017789) 
[Homo sapiens] 



putative 



-value=3e-70, N=2 [Caenorhabditis 



Match length 

% identity 

NCBI Description 



108 
100 

(U65957) GF14-C protein [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 



398931 

LIB3431-020-P1-K1-D10 
BLASTX 



50973 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3915131 
582 

3.0e-60 

112 

100 

THIOREDOXIN H-TYPE (TRX-H) (PHLOEM SAP 13 KD PROTEIN-1) 
>gi_426442_dbj_BAA04864_ (D21836) thioredoxin h [Oryza 
sativa] >gi_454882_dbj_BAA0554 6_ (D26547) rice thioredoxin 
h [Oryza sativa] >gi_1930072 (U92541) thioredoxin h [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398932 

LIB3431-020-P1-K1-D4 

BLASTX 

g2570511 

662 

1.0e-69 

127 

98 

(AF022738) chlorophyll a-b binding. protein [Oryza sativa] 
398933 

LIB3431-020-P1-K1-D5 

BLASTX 

g3047117 

740 

1.0e-78 

144 

97 

(AF058919) similar to ATP-dependent RNA helicases 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398934 

LIB3431-020-P1-K1-D7 
BLASTX 
gl617206 
180 

3.0e-13 
49 
71 

(Z72489) CP12 [Pisum sativum] 
398935 

LIB3431-020-P1-K1-D8 
BLASTX 
g320618 
632 

5.0e-66 
137 
88 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 

type I light-harvesting 



Seq. No. 



398936 



50974 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-020-P1-K1-D9 

BLASTX 

g2582822 

458 

1.0e-45 

108 

80 

(Y09987) CDSP32 protein (Chloroplast Drought-induced Stress 
Protein of 32kDa) [Solanum tuberosum] 

398937 

LIB3431-020-P1-K1-E1 

BLASTX 

g4886307 

543 

1.0e-55 

123 
87 

(AJ242588) l-deoxy-d-xylulose-5-phosphate reductoisomerase 
[Arabidopsis thaliana] 



o 



r — 



Seq. No. 


398938 


Seq. ID 


LIB3431-020-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


g2570515 


BLAST score 


219 


E value 


1.0e-17 


Match length 


47 


% identity 


91 


NCBI Description 


(AF022740) glycolate oxidase [Oryza sativa] 


Seq. No. 


398939 


Seq. ID 


LIB3431-020-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


g320618 


BLAST score 


607 


E value 


4.0e-63 


Match length 


133 


% identity 


87 


NCBI Description 


chlorophyll a/b-binding protein I precursor 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



- rice 

>gi_218172_dbj__BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

398940 

LIB3431-020-P1-K1-E12 

BLASTX 

gl32105 

759 

6.0e-81 

139 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 



50975 



(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


398941 


Seq. ID 


LIB3431-020-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g3345477 


BLAST score 


491 


E value 


2 ,0e-49 


Match length 


140 


% identity 


69 


NCBI Description 


(AB016283) carbonic anhydrase [Oryza . 


Seq. No. 


398942 


Seq. ID 


LIB3431-020-P1-K1-E3 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


35 


E value 


6.0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


398943 


Seq. ID 


LIB3431-020-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 


E value 


1.0e-19 


Match length 


44 


% identity 


100 


NCBI Descriptxon 


(AF001396) metallothionein-like prote 




>gi_6103441_gb_AAF03603.1_ (AF147786) 




protein [Oryza sativa] 


Seq. No. 


398944 


Seq. ID 


LIB3431-020-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


gl!5787 


BLAST score 


417 


E value 


7.0e-41 


Match length 


121 


% identity 


74 



NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2), (LHCP) >gi_824 61_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



398945 

LIB3431-020-P1-K1-E7 

BLASTX 

gl835731 

559 



50976 



E value 
Match length 
% identity 
NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-57 

106 

100 

(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 
398946 

LIB3431-020-P1-K1-E8 

BLASTX 

g2407281 

625 

3.0e-65 

117 

99 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

398947 

LIB3431-020-P1-K1-E9 

BLASTX 

g2565305 

605 

5.0e-63 

119 

96 

(AF024589) glycine decarboxylase P subunit [Hordeum sp. x 
Triticum sp. ] 

398948 

LIB3431-020-P1-K1-F1 

BLASTN 

g3789951 

188 

1.0e-101 

380 

96 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

398949 

LIB3431-020-P1-K1-F11 

BLASTX 

g!661160 

523 

3.0e-53 

115 

85 

(U74295) chlorophyll a/b binding protein [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



398950 

LIB3431-020-P1-K1-F12- 

BLASTX 

g728744 

338 

1.0e-54 

152 

76 



50977 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



AUXIN- INDUCED PROTEIN PCNT115 >gi_100305_pir S16390 

auxin-induced protein - common tobacco 
>gi_19799_emb_CAA39708_ (X56267) auxin-induced protein 
[Nicotiana tabacum] 

398951 

LIB3431-020-P1-K1-F2 

BLASTX 

g3789952 

788 - ' 

2.0e-84 

152 

96 

(AF094775) 
sativa] 



chlorophyll a/b-binding protein presursor [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398952 

LIB3431-020-P1-K1-F3 

BLASTX 

gll5772 

211 

2.0e-17 

57 

77 

CHLOROPHYLL A-B BINDING PROTEIN 1 PRECURSOR (LHCII TYPE I 

CAB-1) (LHCP)>>gi_82460j?ir S03705 chlorophyll a/b-binding 

protein 1R precursor - rice >gi_20178_emb_CAA32108_ 
(X13908) chlorophyll a/b-binding preprotein (AA -31 to 235) 
[Oryza sativa] 

398953 

LIB3431-020-P1-K1-F4 

BLASTX 

g6002055 

634 

3.0e-66 

151 

77 

(AJ24 9794) lipoxygenase [Arabidopsis thaliana] 
398954 

LIB3431-020-P1-K1-F8 

BLASTX 

g3345477 

316 

5.0e-29 

59 

100 

(AB016283) carbonic anhydrase [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



398955 

LIB3431-020-P1-K1-F9 

BLASTX 

gl31225 

570 

7.0e-59 
119 



50978 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 

398956 

LIB3431-020-P1-K1-G10 

BLASTX 

g2072555 

237 

9.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

398957 

LIB3431-020-P1-K1-G11 

BLASTX 

g2462763 

322 

2.0e-44 

124 

79 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 

398958 

LIB3431-020-P1-K1-G12 

BLASTX 

g871931 

490 

2.0e-4 9 

125 

80 

(D30763) ferredoxin [Oryza sativa] 
398959 

LIB3431-020-P1-K1-G6 

BLASTN 

g5670155 

43 

4.0e-15 

75 

89 

Oryza sativa subsp. japonica BAC clone 34K24, complete 
sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



398960 

LIB3431-020-P1-K1-G7 

BLASTN 

g21810 

38 

9.0e-12 
38 



50979 



u 

pi 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

T.aestivum mRNA for heat shock protein 26. 6B 
398961 

LIB3431-020-P1-K1-H1 

BLASTX 

g2072555 

237 

6.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603. 1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

398962 

LIB3431-020-P1-K1-H10 

BLASTX 

g3915131 

592 

2.0e-61 

114 

100 

THIOREDOXIN H-TYPE (TRX-H) (PHLOEM SAP 13 KD PROTEIN-1) 
>gi_426442_dbj_BAA04864_ (D21836) thioredoxin h [Oryza 
sativa] >gi_454882_dbj_BAA0554 6_ (D26547) rice thioredoxin 
h [Oryza sativa] >gi_1930072 (U92541) thioredoxin h [Oryza 
sativa] 

398963 

LIB3431-020-P1-K1-H11 

BLASTX 

gll5787 

529 

5.0e-54 

121 

88 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_824 61jpir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

398964 

LIB3431-020-P1-K1-H2 

BLASTX 

gl32105 

185 

9.0e-14 

105 

48 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) > v gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538__ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 



50980 



ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375jprf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


398965 


Seq. ID 


LIB3431-020-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


g4583546 


BLAST score 


145 . 


E value 


6.0e-09 


Match length 


70 


% identity 


40 


NCBI Description 


(AJ010819) GrpE protexn [Arabidopsis thaliana] 


Seq. No. 


398966 


Seq. ID 


LIB3431-020-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


g2270994 


BLAST score 


231 


E value 


4.0e-19 


Match length 


125 


% identity 


42 


NCBI Description 


(AF004809) Ca+2-binding EF hand protein [Glycine max] 


Seq. No. 


398967 „ 


Seq. ID 


LIB3431-020-P1-K1-H5 . 


Method 


BLASTX 


NCBI GI- 


g4097587 


BLAST score 


250 


E value 


3.0e-21 


Match length 


69 


% identity 


72 


NCBI Description 


(U64 926) NTGP5 [Nicotiana tabacum] 


Seq. No. 


398968 


Seq. ID 


LIB3431-020-P.1-K1-H7 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 


E value 


9.0e-20 


Match length 


44 


% identity 


100 


NCBI Description 


(AF001396) metallothionein-like protein [Oryza sativa] 




>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein- 




protein [Oryza sativa] 


Seq. No. 


398969 


Seq. ID 


LIB3431-020-P1-N1-A2 


Method 


BLASTN 


NCBI GI 


g3342030 


BLAST score 


85 


E value 


7.0e-40 


Match length 


109 


% identity 


94 



NCBI Description Joinvillea ascendens 18S small subunit ribosomal RNA gene, 
complete sequence 



50981 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398970 

LIB3431-020-P1-N1-A8 

BLASTX. 

g5932555 

287 

1.0e-25 

87 
66 

(AC009465) putative ribose 5-phosphate isomerase 
[Arabidopsis thaliana] 

398971 

LIB3431-020-P1-N1-B10 

BLASTX 

g421916 

190 

2.0e-14 

35 

100 

chlorophyll a/b-binding protein - English ivy (fragment) 
>gi_12582_emb_CAA48410_ (X68333) light harvesting 
chlorophyll a /b binding protein [Hedera helix] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



398972 

LIB3431-020-P1-N1-B5 

BLASTX 

g417260 

313 

7.0e-29 

78 

76 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 

398973 

LIB3431-020-P1-N1-B6 

BLASTX 

g4063821 

192 

2.0e-14 

67 
65 

(AB015204) plastidic ATP sulfurylase [Oryza sativa] 
398974 

LIB3431-020-P1-N1-B8 

BLASTX 

g4138290 

307 

4.0e-28 

60 

100 

(AJ005841) thioredoxin M [Oryza sativa] 
398975 

LIB34 31-020-P1-N1-C11 



50982 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl346875 

251 

2.0e-21 

79 

57 

PHOTOSYSTEM II REACTION CENTER W PROTEIN 

>gi_1185169_emb_CAA91652_ (Z67753) PSII, protein W, 13 kDa 
[Odontella sinensis] 

398976 

LIB3431-020-P1-N1-C2 

BLASTN 

g20181 

63 

6.0e-27 

91 

92 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 

398977 

LIB3431-020-P1-N1-C4 

BLASTN 

g3789951 

223 

1.0e-122 

358 

90 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

398978 

LIB3431-020-P1-N1-C8 

BLASTN 

g2072554 

269 

1.0e-149 

357 

94 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



398979 

LIB3431-020-P1-N1-C9 

BLASTN 

gl519250 

212 

1.0e-115 

323 

91 

Oryza sativa GF14-C protein mRNA, complete cds 
398980 

LIB3431-020-P1-N1-D11 
BLASTX 



50983 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3915131 
360 

4.0e-34 

74 

96 

THIOREDOXIN H-TYPE (TRX-H) (PHLOEM SAP 13 KD PROTEIN-1) 
>gi__426442_dbj_BAA04864_ (D21836) thioredoxin h [Oryza 
sativa] >gi_.454882_dbj_BAA0554 6_ (D26547) rice thioredoxin 
h [Oryza sativa] >gi_1930072 (U92541) thioredoxin h [Oryza 
sativa] 



m 

f 



□ 



Seq.. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398981 

LIB3431-020-P1-N1-D3 

BLASTN 

g3695004 

38 

1.0e-ll 

54 

93 

Zea mays pyruvate dehydrogenase kinase isoform 2 mRNA, 
nuclear gene encoding mitochondrial protein, complete cds 



Seq. No. 


398982 


Seq. ID 


LIB3431-020-P1-N1-D5 


Method 


.BLASTX 


NCBI GI 


g2570511 


BLAST score 


163 


E value 


2.0e-21 


Match length 


63 


% identity 


80 


NCBI Description 


(AF022738) chlorophyll a 


Seq. No. 


398983 


Seq. ID 


LIB3431-020-P1-N1-D8 


Method 


' BLASTX 


NCBI GI 


gl617197 


BLAST score 


160 


E value 


7.0e-ll 


Match length 


31 


% identity 


90 


NCBI Description 


(Z72488) CP12 [Nicotiana 


Seq. No. 


398984 


Seq. ID 


LIB3431-020-P1-N1-D9 


Method 


BLASTX 


NCBI GI 


gll5787 


BLAST score 


483 


E value 


1.0e-48 


Match length 


100 


% identity 


94 


NCBI Description 


CHLOROPHYLL A-B BINDING : 



-b binding protein [Oryza sativa] 



TEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_j>ir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 



398985 



50984 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-020-P1-N1-E1 

BLASTN 

g218171 

69 

2.0e-30 

167 

86 

Oryza sativa mRNA for type I light-harvesting chlorophyll 
a/b binding protein of photosystem II (LHCPII), complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398986 

LIB3431-020-P1-N1-E11 

BLASTN 

g2570514 

266 

1.0e-148 

326 

98 

Oryza sativa glycolate oxidase 



(GOX) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398987 

LIB3431-020-P1-N1-E12 

BLASTX 

g3036946 

319 

2.0e-29 

61 

100 

(AB012637) 
[Nicotiana 



light harvesting chlorophyll a/b-binding protein 
sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398988 

LIB3431-020-P1-N1-E2 

BLASTX 

g4886307 

480 

3.0e-48 

108 

85 

(AJ242588) l-deoxy-d-xylulose-5-phosphate reductoisomerase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398989 

LIB3431-020-P1-N1-E3 

BLASTN 

g3345476 

310 

1.0e-174 

362 

96 

Oryza sativa gene for carbonic anhydrase, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



398990 

LIB3431-020-P1-N1-E5 

BLASTX 

g5916444 



50985 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289 

8.0e-26 

89 

57 

(AC007633) putative protein [Arabidopsis thaliana] 



398991 

LIB3431-020-P1-N1-E6 

BLASTN 

g6103440 

54 

2.0e-21 

94 

89 

Oryza sativa metallothionein-like protein 
complete cds 



(ML2) mRNA, 



398992 

LIB3431-020-P1-N1-E8 

BLASTX 

gl835731 

402 

4.0e-39 

92 

85 

(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 



398993 

LIB3431-020-P1-N1-E9 

BLASTX 

g671740 

473 

1.0e-47 

86 

100 

(X84730) ribulose-bisphosphate carboxylase 
construct] 



[synthetic 



398994 

LIB3431-020-P1-N1-F10 

BLASTX 

gl32105 

360 

1.0e-48 

98 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 



398995 



50986 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-020-P1-N1-F12 

BLASTX 

gll5800 

180 

3.0e-13 

45 

76 

CHLOROPHYLL A-B BINDING PROTEIN 3 PRECURSOR (LHCII TYPE I 

3&%B-3) (LHCP) >gi_81771_pir S01962 chlorophyll a/b-binding 

protein 3 precursor - soybean >gi_18552_emb_CAA31419_ 
(X12981) chlorophyll a/b binding preprotein (AA - 32 to 
231) [Glycine max] 



m 
m 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%~ identity 

NCBI Description 



398996 
. LIB3431-020-P1-N1-F2 
BLASTN 
g3789951 
154 

4.0e-81 

348 

95 

Oryza sativa chlorophyll a/b-binding protein presursor 
<Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398997 

LIB34 31-020-P1-N1-F3 

BLASTN 

g3789951 

69 

2.0e-30 

121 

89 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

398998 

LIB3431-020-P1-N1-F4 

BLASTX 

g3036951 

211 

3.0e-32 

78 

90 

(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398999 

LIB3431-020-P1-N1-F5 

BLASTX 

gl654140 

355 

7.0e-35 

119 

66 

(U37840) lipoxygenase [Lycopersicon esculentum] 



50987 





Seq. No. 


399000 




Seq. ID 


LIB3431-020-P1-N1-F6 




Method 


BLASTX 




NCBI GI 


g4079798 




BLAST score 


153 




E value 


3.0e-10 




Match length 


32 




% identity 


94 




NCBI Description 


(AF052203) 23 kDa polypeptide of photosystem II [0: 






sativa] 




Seq. No. 


399001 




Seq. ID 


LIB3431-020-P1-N1-F7 




Method 


BLASTX 




NCBI GI 


g710308 




BLAST score 


381 




E value 


1.0e-36 




Match length 


79 


0 


% identity 


86 


%□ 


NCBI Description 


(U11693) victorin binding protein [Avena sativa] 


U 3 


Seq. No. 


399002 




Seq. ID 


LIB3431-020-P1-N1-F9 


£ 


Method 


BLASTX 


fes* 


NCBI GI 


g3345477 


c - 


BLAST score 


204 




E value 


7.0e-16 




Match length 


46 




% identity 


80 


0 


NCBI Description 


(AB016283) carbonic anhydrase [Oryza sativa] 


i - 
P 
j=. 
LJ 


Seq. No. 


399003 


Seq. ID , 


LIB3431-020-P1-N1-G10 




Method 


BLASTX 




NCBI GI 


g2462750 


□ 


BLAST score 


269 




E value 


1.0e-23 




Match length 


71 




% identity 


70 




NCBI Description. 


(AC002292) Highly similar to auxin-induced protein 



(aldo/keto reductase family) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399004 

LIB3431-020-P1-N1-G11 

BLASTX 

g2072555 

237 

1.0e-19 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 
Seq. ID 



399005 

LIB3431-020-P1-N1-G12 



50988 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2462762 

341 

6.0e-32 

85 

73 

(AC002292) 



Highly similar to auxin-induced protein 



(aldo/keto reductase family) [Arabidopsis thaliana] 
399006 

LIB3431-020-P1-N1-G7 

BLASTX 

gl31225 

187 

5.0e-14 

49 

71 

PHOTOS YSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M6114 6) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 


399007 


Seq. ID 


LIB3431-020-P1-N1-H10 




RT.A^TX 


NCBI GI 


g871931 


BLAST score 


220 


E value 


8.0e-18 


Match length 


55 


% identity 


80 


NCBI Description 


(D30763) ferredoxin [Oryza 


Seq. No. 


399008 


Seq. ID 


LIB3431-020-P1-N1-H12 


Method 


BLASTN 


NCBI GI 


g20181 


BLAST score 


119 


E value 


3.0e-60 


Match length 


139 


% identity 


96 


NCBI Description 


Rice cab2R gene for light ] 




a/b-binding protein 


Seq. No. 


399009 


Seq. ID 


LIB3431-020-P1-N1-H5 


Method 


BLASTN 


NCBI GI 


g505134 


BLAST score 


185 


E value 


1.0e-100 


Match length 


217 


% identity 


97 


NCBI Description 


Rice mRNA for ferredoxin, < 


Seq. No. 


399010 


Seq. ID 


LIB3431-020-P1-N1-H7 


Method 


BLASTX 


NCBI GI 


gl617197 



50989 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



213 

7.0e-19 

67 

73 

(Z72488) CP12 [Nicotiana tabacum] 
399011 

LIB3431-020-P1-N1-H8 

BLASTX 

g2072555 

213 

7.0e-17 

44 

91 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603,l_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

399012 

LIB3431-021-P1-K1-A1 

BLASTN 

g6015437 

35 

6.0e-10 

35 

100 

Homo sapiens PEX1 mRNA, complete cds 
399013 

LIB3431-021-P1-K1-A10 

BLASTX 

gl709846 

235 

2.0e-19 

134 

38 

PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR >gi_706853 (U04336) 
22 kDa component of photosystem II [Lycopersicon- 
esculentum] 

399014 

LIB3431-021-P1-K1-A11 

BLASTX 

gl350742 

176 

1.0e-12 

46 

61 

PROBABLE 60S RIBOSOMAL PROTEIN L35A >gi_1086831 (U41264) 
coded for by C. elegans cDNA yk64gl0.5; coded for by C. 
elegans cDNA yk51f3.5,\ coded for by C. elegans cDNA 
ykl!5e7.3; coded for by C. elegans cDNA yk99dl.3; coded for 
by C. elegans cDNA yk99dl.5; coded for by C. elegans cDNA 
yk64gl 

399015 

LIB3431-021-P1-K1-A12 



50990 



Method 


BLASTX 


NCBI GI 


gl617197 


BLAST score 


304 


E value 


1.0e-27 


Match length 


76 


% identity 


76 


NCBI Description 


(Z72488) CP12 [Nicotiana tabacum] 


Seq. No. 


399016 


Seq. ID 


LIB3431-021-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


g4455169 


BLAST score 


180 


E value 


4.0e-13 


Match length 


71 


% identity 


45 


NCBI Description 


(AL035521) putative aldehyde dehydrogenase [Arabidops. 




thaliana] 


Seq. No. 


399017 


Seq. ID 


LIB34 31-02 1-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


g6016678 


BLAST score 


324 


E value 


6.0e-30 


Match length 


■77 


% identity 


75 


NCBI Description 


(AC009991) unknown protein [Arabidopsis thaliana] 


Seq. No. 


399018 


Seq. ID 


LIB3431-021-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


gl31388 


BLAST score 


417 


E value 


6.0e-41 


Match length 


137 


% identity 


65 


NCBI Description 


OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) ( 



SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_100831_pir S16260 

photosystem II oxygen-evolving complex protein 1 - common 
wheat x Sahduri wheat >gi_21844_emb_CAA40670_ (X57408) 
33kDa oxygen evolving protein of photosystem II [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399019 

LIB3431-021-P1-K1-A7 

BLASTX 

g4455169 

235 

2.0e-19 

71 

58 

(AL035521) putative aldehyde dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 



399020 



50991 



# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-021-P1-K1-A8 

BLASTX 

gl632831 

315 

7.0e-36 

139 

58 

(Z49698) 



orf [Ricinus communis] 



399021 

LIB3431-021-P1-K1-A9 

BLASTX 

g6016678 

184 

1.0e-13 

63 

54 

(AC009991) unknown protein [Arabidopsis thaliana] 
399022 

LIB3431-021-P1-K1-B1 

BLASTX 

g4689380 

424 

8.0e-42 

121 

70 

(AF139465) LHCII type III chlorophyll a/b binding protein 
[Vigna radiata] 

399023 

LIB3431-021-P1-K1-B10 

BLASTX 

g3377805 

406 

1.0e-39 

154 

54 

(AF075597) contains similarity to several apoptosis or 
programmed cell death proteins such as rat apoptosis 
protein RP-8 (GB:M80601) [Arabidopsis thaliana] 
>gi_3912928_gb_AAC78712.1_ (AF001308) putative zinc finger 
protein [Arabidopsis thaliana] 

399024 

LIB3431-021-P1-K1-B11 

BLASTX 

gl32105 

657 

5.0e-69 

140 

89 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 



50992 



carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375j?rf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


399025 


Seq. ID 


LIB3431-021-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


g2306981 


BLAST score 


467 


E value 


1.0e-46 


Match length 


84 


% identity 


96 


NCBI Description 


(AF010321) photosystem I antenna 


Seq. No. 


399026 


Seq. ID 


LIB34 31-02 1-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


g5762457 


BLAST score 


652 


E value 


2.0e-68 


Match length 


123 


% identity 


98 


NCBI Description 


(AF176040) ubiquitin-conjugating 




[Mesembryanthemum crystallinum] 


Seq. No. 


399027 


Seq. ID 


LIB3431-021-P1-K1-B4- 


Method 


BLASTX 


NCBI GI 


gl31225 


BLAST score 


404 


E value 


1.0e-48 


Match length 


116 


% identity 


81 



NCBI Description 



PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M6114 6) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399028 

LIB3431-021-P1-K1-B6 

BLASTX 

g4689380 

678 

2.0e-71 

137 

90 

(AF139465) LHCII type III chlorophyll a/b binding protein 
[Vigna radiata] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



399029 

LIB3431-021-P1-K1-B7 

BLASTX 

gll5794 

724 

7.0e-77 
142 



50993 



% identity 

NCBI Description 



95 

CHLOROPHYLL A-B BINDING PROTEIN 13 PRECURSOR (LHCII TYPE 

III CAB-13) >gi_72748_pir CDT033 chlorophyll a/b-binding 

protein type III precursor (cab-13) - tomato 
>gi_19277_emb_CAA42818_ (X60275) LHCII type III 
[Lycopersicon esculentum] 



Seq. No. 


399030 


Seq. ID 


LIB3431-021-P1-K1-B8 


Method 


BLASTN 


NCBI GI 


g20181 


BLAST score 


192 


E value 


1.0e-104 


Match length 


196 


% identity 


99 


NCBI Description 


Rice cab2R gene for light 




a/b-binding protein 


Seq. No. 


399031 


Seq. ID 


LIB3431-021-P1-K1-B9 


Method 


BLASTN 


NCBI GI 


g218209 


BLAST score 


117 


E value 


3.0e-59 


Match length 


157 


% identity 


95 


NCBI Dpqrrintion 


Orv7fl qat" i mRNA for rhp 




ribulose-1, 5-bisphosphate 




POSSS2106 


Seq. No. 


399032 


Seq. ID 


LIB3431-021-P1-K1-C1 


Method 


BLASTN 


NCBI GI 


g2062705 


BLAST score 


35 


E value 


5.0e-10 


Matph 1 print h 


35 


% identity 


100 


NCBI Description 


Human butyrophilin (BTF5) 


Seq. No. 


399033 


Seq. ID 


LIB3431-021-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


g5106775 


BLAST score 


545 


E value 


5.0e-56 


Match length 


109 


% identity 


94 


NCBI Description 


(AF067732) ribosomal prot< 


Seq. No. 


399034 


Seq. ID 


LIB3431-021-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g2289907 


BLAST score 


229 


E value 


8.0e-19 


Match length 


104 



50994 



o 



irf>: 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



45 

(AC002397) C2F [Mus musculus] 
399035 

LIB3431-021-P1-K1-C12 

BLASTX 

gl29916 

481 

2.0e-48 
152 

67 ' 

PHOSPHOGLYCERATE KINASE, CYTOSOLIC >gi_66911_pir TVWTGY 

phosphoglycerate kinase (EC 2.7.2.3), cytosolic - wheat 
>gi_21835_emb_CAA33302_ (X15232) phosphoglycerate kinase 
(AA 1 - 401) [Triticum aestivum] 

399036 

LIB3431-021-P1-K1-C2 

BLASTX 

g2072555 

237 

8.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

399037 

LIB3431-021-P1-K1-C3 

BLASTX 

gll5787 

666 

5.0e-70 

146 

90 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_824 61_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

399038 

LIB3431-021-P1-K1-C4 

BLASTX 

g3885882 

492 

9.0e-50 

94 

99 

(AF093629) inorganic pyrophosphatase [Oryza sativa] 
399039 

LIB3431-021-P1-K1-C5 

BLASTX 

g417260 t 

425 



50995 



# 



E value 
Match length 
% identity 
NCBI Description 



7.0e-42 

122 

70 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 



Seq. No. 


399040 


Seq. ID 


LIB3431-021-P1-K1-C7 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


38 


E value 


9.0e-12 


Match length 


38 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 mRNA, 


Seq. No. 


399041 


Seq. ID 


LIB3431-021-P1-K1-C8 . 


Method 


BLASTX 


NCBI GI 


g2407281 


BLAST score 


423 


E value 


1.0e-41 


Match length 


129 


% identity 


66 


NCBI Description 


(AF017363) ribulose 1,1 




subunit [Oryza sativa] 


Seq. No. 


399042 


Seq. ID 


LIB3431-021-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


623 


E value 


5.0e-65 


Match length 


134 


% identity 


88 



NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538__ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 399043 

Seq. ID LIB3431-021-P1-K1-D10 

Method BLASTX 

NCBI GI g4336608 

BLAST score 190 

E value 9.0e-28 

Match length 109 

% identity 71 

NCBI Description (AF099111) sigma factor; Sig2 [Zea mays] 

Seq. No. 399044 



50996 



Seq. ID 



LIB3431-021-P1-K1-D11 



Method 


BLASTX 


NCBI GI 


g4980489 


BLAST score 


174 


E value 


2.0e-12 


Match length 


100 


% identity 


38 


NCBI Description 


(AE001689) muconate 


Seq. No. 


399045 


Seq. ID 


LIB3431-021-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


g6015065 


BLAST score 


704 


E value 


1.0e-74 


Match length 


144 


% identity 


91 


NCBI Description 


ELONGATION FACTOR 2 




(Z97178) elongation 


Seq. No. 


399046 


Seq. ID 


LIB3431-021-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


g3885886 


BLAST score 


666 


E value 


4.0e-70 


Match length 


130 


% identity 


100 


NCBI Description 


(AF093631) Rieske Fe 


Seq. No. 


399047 


Seq. ID 


LIB3431-021-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


gl25580 


BLAST score 


611 


E value 


1.0e-63 


Match length 


137 


% identity 


87 


NCBI Description 


PHOSPHORIBULOKINASE 




(PRK) >gi_100839_pir 




2.7.1.19) - wheat >q 




phosphoribulokinase 


Seq. No. 


399048 


Seq. ID 


LIB34 31-02 1-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


g2494320 


BLAST score 


252 


E value 


2.0e-21 


Match length 


58 


% identity 


78 



(EF-2) >gi_2369714_emb_CAB09900_ 
factor 2 [Beta vulgaris] 



(PRKASE) 



(X51608) 



NCBI Description 



EUKARYOTIC TRANSLATION INITIATION FACTOR 5 (EIF-5) 
>gi_1806575_emb_CAA67868_ (X99517) Eukaryotic initiation 
factor-5 [Zea mays] 



Seq. No. 
Seq. ID 



399049 

LIB3431-021-P1-K1-D6 



50997 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g482311 

571 

4.0e-59 

115 

97 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399050 

LIB3431-021-P1-K1-D7 

BLASTX 

gl346109 

318 

3.0e-29 

59 

100 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (GPB-LR) (RWD) >gi_540535_dbj_BAA07404__ (D38231) 
RWD [Oryza sativa] 

399051 

LIB3431-021-P1-K1-D8 

BLASTX 

gl31225 

578 

1.0e-59 

124 

90 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity . 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399052 

LIB3431-021-P1-K1-D9 

BLASTX 

g4467099 

482 

2.0e-48 

119 

85 

(AL035538) glycine hydroxymethyltransf erase like protein 
[Arabidopsis thaliana] 

399053 

LIB3431-021-P1-K1-E1 

BLASTX 

g2072555 

237 

9.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



50998 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399054 

LIB3431-021-P1-K1-E10 

BLASTX 

gl835731 

484 

1.0e-48 

93 

99 

(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 



Q 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method. 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399055 

LIB3431-021-P1-K1-E11 

BLASTX 

g2072555 

237 

9.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

399056 

LIB3431-021-P1-K1-E12 

BLASTX 

g2499497 

689 

9.0e-73 

144 

97 

PHOSPHOGLYCERATE KINASE, CHLOROPLAST PRECURSOR 
>gi_1161600_emb_CAA88841_ (Z48977) phosphoglycerate kinase 
[Nicotiana tabacum] 



Seq. No. 


399057 


Seq. ID 


LIB3431-021-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


g3063453 


BLAST score 


207 


E value 


1.0e-18 


Match length 


61 


% identity 


82 


NCBI Description 


(AC003981) F22013.15 


Seq. No. 


399058 


Seq. ID 


LIB3431-021-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


580 


E value 


5.0e-60 


Match length 


123 


% identity 


91 


NCBI Description 


(U86018) photosystem 


Seq. No. 


399059 


Seq. ID 


LIB3431-021-P1-K1-E5 



[Arabidopsis thaliana] 



[Oryza sativa] 



50999 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2072554 

330 

0.0e+00 

330 

100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



399060 ' 

LIB3431-021-P1-K1-E8 

BLASTX 

g3914603 

671 

1.0e-70 

131 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 
(U74321) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase [Oryza sativa] 

399061 

LIB3431-021-P1-K1-E9 

BLASTX 

g2582822 

462 

3.0e-46 

128 

70 

(Y09987) CDSP32 protein (Chloroplast Drought-induced Stress 
Protein of 32kDa) [Solanum tuberosum] 

399062 

LIB3431-021-P1-K1-F1 

BLASTX 

g3789952 

177 

7.0e-13 

32 

100 

(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 

399063 

LIB3431-021-P1-K1-F11 

BLASTX 

g551047 

222 

4.0e-18 

43 

95 

[XI 9211) type II LHCI [Lolium temulentum] 
399064 

LIB3431-021-P1-K1-F3 
BLASTX 



51000 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2130069 
750 

6.0e-80 

136 

99 

catalase (EC 1.11.1.6) catA - rice 

>gi_1261858_dbj_BAA06232_ (D29966) catalase [Oryza sativa] 
399065 

LIB3431-021-P1-K1-F4 

BLASTX 

g4539423 

487 

3.0e-49 

126 

75 

(AL049171) pyrophosphate-dependent phosphof ructo-l-kinase 
[Arabidopsis thaliana] 



Seq. No. 


399066 


Seq. ID 


LIB3431-021-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


g2570515 


BLAST score 


447 


E value 


2.0e-68 


Match length 


146 


% identity 


96 


NCBI Description 


(AF022740) glycolate oxidase [Oryza sativa] 


Seq. No. 


399067 


Seq. ID 


LIB3431-021-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


g3789954 


BLAST score 


387 


E value 


2.0e-37 


Match length 


98 


% identity 


80 


NCBI Description 


(AF094776) chlorophyll a/b-binding protein precursor 



sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399068 

LIB3431-021-P1-K1-F8 

BLASTX 

gl835731 

448 

2.0e-44 

96 

89 

(U86018) photosystem II 



10 kDa polypeptide [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



399069 

LIB3431-021-P1-K1-F9 

BLASTN 

g6015437 

36 

1.0e-10 
36 



51001 



% identity 

NCBI Description 



100 

Homo sapiens PEX1 mRNA, complete cds 



y 



Seq. No. 


399070 




Seq. ID 


LIB3431-021-P1-K1-G1 




Method 


BLAST N 




NCBI GI 


g304219 




BLAST score 


53 




E value 


6.0e-21 




Match length 


129 




% identity 


85 




NCBI Description 


Hordeum vulgare chloroplast 




mRNA, complete cds 




Seq. No. 


399071 




Seq. ID 


LIB3431-021-P1-K1-G10 




Method 


BLASTN 




NCBI GI 


g20262 




BLAST score 


95 




E value 


9.0e-46 




Match length 


190 




% identity 


88 




NCBI Description 


O.sativa light-induced 


mRNA 


Seq. No. 


399072 




Seq. ID 


LIB3431-021-P1-K1-G12 




Method 


BLASTX 




NCBI GI 


g548605 




BLAST score 


489 




E value 


2.0e-54 




Match length 


131 




% identity 


81 




NCBI Description 


PHOTOSYSTEM I REACTION 


CENTI 



I PSK-I subunit 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 

399073 

LIB3431-021-P1-K1-G2 

BLASTN 

g6015437 

35 

6.0e-10 

35 

100 

Homo sapiens PEX1 mRNA, complete cds 
399074 

LIB3431-021-P1-K1-G3 

BLASTX 

g3800878 

543 

1.0e-55 

150 

71 

(AF096281) threonine dehydratase/deaminase [Arabidopsis 



51002 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4= 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399075 

LIB3431-021-P1-K1-G4 

BLASTX 

gll5787 

404 

3.0e-42 

117 ••• 
83 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

399076 

LIB3431-021-P1-K1-G5 

BLASTX 

g4585882 

459 

4.0e-46 

97 

81 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



•barf 

5 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399077 

LIB3431-021-P1-K1-G6 

BLASTX 

g4581114 

295 

1.0e-26 

63 

83 

(AC005825) putative HesB-like protein; required for 
efficient nitrogen fixation in Cyanobacteria [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399078 

LIB3431-021-P1-K1-G8 

BLASTX 

g5881940 

259 

2.0e-22 

143 

44 

(AL117387) putative secreted protein [Streptomyces 
coelicolor A3 (2)] 



Seq. No. • 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



399079 

LIB3431-021-P1-K1-H1 

BLASTN 

gll957 

198 

1.0e-107 
202 



51003 



% identity 


50 


NCBI Description 


Rice complete chloroplast genome 


Seq. No. 


399080 


Seq. ID 


LIB3431-021-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g4973254 


BLAST score 


446 


E value 


3.0e-44 


Match length 


103 


% identity 


80 


NCBI Description 


(AF144386) thioredoxin f2 [Arabidop 


Seq. No. 


399081 


Seq. ID 


LIB3431-021-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g320617 


BLAST score 


509 


E value 


8.0e-52 


Match length 


97 


% identity 


99 


NCBI Description 


chlorophyll a/b-binding protein II ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_227612j?rf 1707316B chlorophyll a/b binding protein 2 

[Oryza sativa] 

399082 

LIB3431-021-P1-K1-H3 

BLASTX 

g2501190 

655 

8.0e-69 

136 

92 

THIAMINE BIOSYNTHETIC ENZYME 1-2 PRECURSOR 

>gi_2130147_pir S61420 thiamine biosynthetic enzyme thil-2 

- maize >gi_596080 (U17351) thiamine biosynthetic enzyme 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



399083 

LIB3431-021-P1-K1-H4 

BLASTX 

g3914603 

607 

3.0e-63 

117 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 
(U74321) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase [Oryza sativa] 

399084 

LIB3431-021-P1-K1-H5 

BLASTX 

gl352468 

296 

8.0e-27 



51004 



03 



P 
O 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



67 
81 

BETA- FRUCTOFURANOS I DASE 1 PRECURSOR ( SUCROSE- 6-PHOSPHATE 
HYDROLASE 1) { INVERTASE 1) >gi_1122439 (U16123) invertase 
[Zea mays] 

399085 

LIB3431-021-P1-K1-H7 

BLASTX 

gl31225 

570 

8.0e-59 

124 

90 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 

399086 

LIB3431-021-P1-K1-H9 

BLASTX 

g82080 

425 

8.0e-42 

121 

68 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

399087 

LIB3431-021-P1-N1-A10 

BLASTX 

g6103011 

220 

6.0e-18 

58 

72 

(X84225) precursor of photosystem II subunit (22KDa) 
[Nicotiana tabacum] 

399088 

LIB3431-021-P1-N1-A11 

BLASTX 

gl350742 

159 

1.0e-10 

43 

58 

PROBABLE 60S RIBOSOMAL PROTEIN L35A >gi_1086831 (U41264) 
coded for by C. elegans cDNA yk64gl0,5; coded for by C. 
elegans cDNA yk51f3.5; coded for by C. elegans cDNA 
ykll5e7.3; coded for by C. elegans cDNA yk99dl.3; coded for 
by C. elegans cDNA yk99dl.5; coded for by C. elegans cDNA 
yk64gl 



51005 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399089 

LIB3431-021-P1-N1-A3 

BLASTX 

g6016678 

221 

7.0e-18 

58 

66 

(AC009991) unknown protein [Arabidopsis thaliana] 
399090 

LIB3431-021-P1-N1-A4 

BLASTX 

g6016678 

186 

1.0e-13 

63 

54 

(AC009991) unknown protein [Arabidopsis thaliana] 
399091 

LIB3431-021-P1-N1-A5 

BLASTX 

g482311 

404 

3.0e-39 

85 

95 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 

399092 

LIB3431-021-P1-N1-A8 

BLASTX 

g!632831 

257 

4.0e-22 

67 

76 

(Z49698) orf [Ricinus communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399093 

LIB3431-021-P1-N1-B11 

BLASTX 

g671740 

415 

1.0e-40 

76 

99 

(X84730) ribulose-bisphosphate carboxylase 
construct] 



[synthetic 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



399094 

LIB3431-021-P1-N1-B12 

BLASTN 

g2306980 



51006 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



59 

2.0e-24 

79 

94 

Oryza sativa photosystem I antenna protein (Lhca) mRNA, 
complete cds 

399095 

LIB3431-021-P1-N1-B2 

BLASTX 

g464986 

341 

6.0e-32 

67 

93 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 
LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) 

>gi_421857_pir S32674 ubiquitin — protein ligase 

6,3.2.19) UBC9 - Arabidopsis thaliana 

>gi_297884_emb_CAA78714_ (Z14990J, ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi_349211 (L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_4455355_emb_CAB36765. 1_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 



( UBIQUITIN-PROTEIN 
(UBCAT4B) 

(EC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



399096 

LIB3431-021-P1-N1-B4 

BLASTX 

gl31225 

301 

3.0e-27 

73 

78 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605j?ir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 

399097 

LIB3431-021-P1-N1-B6 

BLASTX 

gl!5794 

411 

4.0e-40 

87 

89 

CHLOROPHYLL A-B BINDING PROTEIN 13 PRECURSOR (LHCII TYPE 

III CAB-13) >gi_72748_pir CDT033 chlorophyll a/b-binding 

protein type III precursor (cab-13) - tomato 
>gi_19277_emb_CAA42818_ (X60275) LHCII type III 
[Lycopersicon esculentum] 

399098 

LIB3431-021-P1-N1-B7 
BLASTX 



51007 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll5794 
546 

6.0e-56 

111 

93 

CHLOROPHYLL A-B BINDING PROTEIN 13 PRECURSOR (LHCII TYPE 

III CAB-13) >gi_72748_pir CDT033 chlorophyll a/b-binding 

protein type III precursor (cab-13) - tomato 
>gi_19277_emb_CAA42818_ (X60275) LHCII type III 
[Lycopersicon esculentum] 



01 

o 

Si 

B 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399099 

LIB3431-021-P1-N1-B8 

BLASTN 

g20181 

188 

1.0e-101 

196 

99 

"feice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 

399100 

LIB3431-021-P1-N1-C12 

BLASTX 

gl29916 

240 

4.0e-20 

79 

70 

PHOSPHOGLYCERATE KINASE, CYTOSOLIC >gi_66911_pir TVWTGY 

phosphoglycerate kinase (EC 2.7.2.3), cytosolic - wheat 
>gi_21835_emb_CAA33302_ (X15232) phosphoglycerate kinase 
(AA 1 - 401) [Triticum aestivum] 

399101 

LIB3431-021-P1-N1-C2 

BLASTX 

g2072555 

237 

8.0e-20 

44 

100 

(AF001396) metallothionein-like protein - [Oryza sativaj 
>gi_6103441_gb_AAF03603. 1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

399102 

LIB3431-021-P1-N1-C3 

BLASTX 

g693920 

347 

1.0e-32 

66 

100 

(U21113) chlorophyll a/b binding protein [Solanum 
tuberosum] 



51008 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399103 

LIB3431-021-P1-N1-C4 

BLASTX 

g3885882 

266 

4.0e-23 

58 

93 

(AF093629) inorganic pyrophosphatase [Oryza sativa] 
399104 

LIB3431-021-P1-N1-C5 

BLASTX 

g417260 

313 

1.0e-28 - 

78 

76 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



399105 

LIB3431-021-P1-N1-C8 

BLASTX 

gl32105 

507 

2.0e-51 

99 

95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

399106 

LIB3431-021-P1-N1-D10 

BLASTX 

g4336608 

243 

1.0e-20 

61 

75 

(AF099111) sigma factor; Sig2 [Zea mays] 
399107 

LIB3431-021-P1-N1-D3 

BLASTX 

g3885886 

221 

7.0e-18 



51009 



few 



0 



G 



Match length 


39 


% identity 


100 


NCBI Description 


(AF093631) Rieske Fe-S 


Seq. No. 


399108 


Seq. ID 


LIB34 31-02 1-P1-N1-D4 


Method 


BLASTX 


NCBI GI 


g21839 


BLAST score 


355 


E value 


1.0e-33 


Match length 


74 


% identity 


95 


NCBI Description 


(X57 952 ) phosphoribulol 


Seq. No. 


399109 


Seq. ID 


LIB34 31-02 1-P1-N1-D5 


Method 


BLASTX 


NCBI GI 


g2494320 


BLAST score 


252 


E value 


2.0e-21 


Match length 


58 


% identity 


78 


NCBI Description 


EUKARYOTIC TRANSLATION 




>gi_l 80657 5_emb__CAA6 7 8 1 




factor-5 [Zea mays] 


Seq. No. 


399110 


Seq. ID 


LIB3431-021-P1-N1-D6 


Method 


BLASTX 


NCBI GI 


g482311 


BLAST score 


508 


E value 


1.0e-51 


Match length 


99 


% identity 


100 



Rieske Fe-S precursor protein [Oryza sativa] 



5 (EIF-5) 



NCBI Description 



photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399111 

LIB3431-021-P1-N1-D7 

BLASTX 

gl346109 

286 

1.0e-25 

55 

98 

GUANINE NUCLEOT IDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (GPB-LR) (RWD) >gi_540535_dbj_BAA07404_ (D38231) 
RWD [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



399112 

LIB3431-021-P1-N1-D8 

BLASTX 

gl31225 

257 

2.0e-22 
56 



51010 



% identity 

NCBI Description 



82 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605j?ir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 



G 



O 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399113 

LIB3431-021-P1-N1-D9 

BLASTN 

g438246 

56 

1.0e-22 

92 

90 

S. tuberosum mRNA for glycine hydroxymethyltransf erase 
399114 

LIB3431-021-P1-N1-E10 

BLASTN 

gl835730 

144 

2.0e-75 

156 

98 

Oryza sativa photosystem II 10 kDa polypeptide mRNA, 
complete cds 

399115 

LIB3431-021-P1-N1-E11 

BLASTX 

g2072555 

233 

3.0e-19 

44 

98 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

399116 

LIB3431-021-P1-N1-E12 

BLASTX 

g3738261 

368 

4.0e-35 

83 

92 

(AB018412) chloroplast phosphoglycerate kinase [Populus 
nigra] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



399117 

LIB3431-021-P1-N1-E4 

BLASTX 

gl835731 

252 

1.0e-21 
65 



51011 



% identity . 
NCBI Description 



77 

(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity * 

NCBI Description 



399118 

LIB3431-021-P1-N1-E8 

BLASTX 

gl32166 

159 

8.0e-ll 

31 

87 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) 

>gi_81660_pir SO 4 04 8 ribulose-bisphosphate carboxylase 

activase precursor - Arabidopsis thaliana 

>gi_16471_emb_CAA32429_ (X14212) rubisco activase (AA 1 - 
473) [Arabidopsis thaliana] 



y p 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399119 

LIB3431-021-P1-N1-F1 

BLAST N 

g3789951 

77 

4.0e-35 

161 

87 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 



Seq. No. 


399120 


Seq. ID 


LIB3431-021-P1-N1-F11 


Method 


BLASTX 


NCBI GI 


g551047 


BLAST score 


222 


E value 


4.0e-18 


Match length 


43 


% identity 


95 


NCBI Description 


(X79277) type II LHCI [Lolium temulentum] 


Seq. No. 


399121 


Seq. ID 


LIB3431-021-P1-N1-F3 


Method 


BLASTX 


NCBI GI 


g2130069 


BLAST score 


200 


E value 


2.0e-15 


Match length 


39 


% identity 


97 


NCBI Description 


catalase (EC 1.11.1.6) catA - rice 




>gi_1261858_dbj_BAA06232_ (D29966) catalase 


Seq. No. 


399122 


Seq. ID 


LIB3431-021-P1-N1-F4 


Method 


BLASTX 


NCBI GI 


g2688822 


BLAST score 


284 


E value 


3.0e-25 



51012 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 
63 

(U93272 ) pyrophosphate-dependent phosphof ructo-l-kinase 
[Prunus armeniaca] 

399123 

LIB3431-021-P1-N1-F6 

BLASTX 

g2570515 

196 

6.0e-15 

41 

93 

(AF022740) glycolate oxidase [Oryza sativa] 
399124 

LIB3431-021-P1-N1-F7 

BLASTX 

g3789954 

390 

1.0e-37 

72 

100 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 

399125 

LIB3431-021-P1-N1-F8 

BLASTX 

gl835731 

173 

2.0e-12 

49 

71 

(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 
399126 

LIB3431-021-P1-N1-G10 

BLASTN 

g20262 

105 

3.0e-52 

169 

91 

0. sativa light-induced mRNA 
399127 

LIB3431-021-P1-N1-G3 

BLASTX 

g3800878 

206 

4.0e-16 

58 

62 

(AF096281) threonine dehydratase /deaminase [Arabidopsis 
thaliana] 



51013 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399128 

LIB3431-021-P1-N1-G4 

BLASTX 

g421916 

243 

1.0e-20 

45 . 
100 

chlorophyll a/b-binding protein - English ivy (fragment) 
>gi_12582_emb_CAA48410_ (X68333) light harvesting 
chlorophyll a /b binding protein [Hedera helix] 



40 



re 



u 



Seq. No.. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method- 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399129 

LIB3431-021-P1-N1-G5 

BLASTX 

gll5813 

229 

7.0e-19 

54 

83 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB- 8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

399130 

LIB3431-021-P1-N1-G6 

BLASTX 

gl698548 

254 

1.0e-21 

68 

69 

(U58971) calmodulin-binding protein [Nicotiana tabacum] 
399131 

LIB3431-021-P1-N1-G7 

BLASTX 

g2582822 

268 

2.0e-23 

75 

71 

(Y09987) CDSP32 protein (Chloroplast Drought-induced Stress 
Protein of 32kDa) [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399132 

LIB3431-021-P1-N1-H2 

BLASTN 

g3868755 

98 

4.0e-48 

134 

93 

Oryza sativa CatC gene for catalase, complete cds 



Seq. No. 
Seq. ID 



399133 

LIB3431-021-P1-N1-H3 



51014 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2501190 

240 

4.0e-20 

68 

75 

THIAMINE BIOSYNTHETIC ENZYME 1-2 PRECURSOR 

>gi_2130147_pir S61420 thiamine biosynthetic enzyme thil-2 

- maize >gi_596080 (U17351) thiamine biosynthetic enzyme 
[Zea mays] 



SI 



1-1 

S 

Q 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399134 

LIB3431-021-P1-N1-H6 

BLASTX 

gl31176 

161 

4.0e-ll 

32 
97 

PHOTOS YSTEM I REACTION CENTRE SUBUNIT IV PRECURSOR 
(PHOTOSYSTEM I 10.8 KD POLYPEPTIDE) (PSI-E) 

>gi_72683jpir F1BH4 photosystem I chain IV precursor - 

barley >gi_19087_emb_CAA68782_ (Y00966) psa2 preprotein (AA 

-46 to 101) [Hordeum vulgare] >gi_226163_prf 1413233A 

10.8kD photosystem I protein [Hordeum vulgare var. 
distichum] 

399135 

LIB3431-021-P1-N1-H7 

BLASTX 

gl31225 

304 

1.0e-27 

75 

77 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605jpir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399136 

LIB3431-021-P1-N1-H8 

BLASTX 

g5738542 

234 

1.0e-19 

56 

77 

(AJ245867) 
thaliana] 



photosystem I subunit XI precursor [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



399137 

LIB3431-021-P1-N1-H9 

BLASTX 

gll5813 

200 

2.0e-15 



51015 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51 
76 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB- 8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

399138 

LIB3431-022-P1-K1-A1 

BLASTX 

g2407281 

632 

4.0e-66 

121 

98 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

399139 

LIB3431-022-P1-K1-A12 

BLASTX 

g3212865 

409 

6.0e-40 

145 

56 

(AC004005) unknown protein [Arabidopsis thaliana] 
399140 

LIB3431-022-P1-K1-A3 

BLASTX 

g5640111 

296 

1.0e-26 

97 

63 

(AJ243875) RAD23 protein [Lycopersicon esculentum] 



399141 

LIB3431-022-P1-K1-A4 

BLASTN 

g3885891 

44 

1.0e-15 

109 

95 

Oryza sativa photosystem-1 F subunit precursor 
mRNA, complete cds 



(PSI-F) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399142 

LIB3431-022-P1-K1-A5 

BLASTX 

gl32105 

637 

1.0e-66 

137 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C 



PRECURSOR 



51016 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1,1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

399143 

LIB3431-022-P1-K1-A6 

BLASTX 

gll73347 

736 

3.0e-78 

148 

96 

SED0HEPTUL0SE-1,7-BISPH0SPHATASE, CHLOROPLAST PRECURSOR 
( SEDOHEPTULOSE-BISPHOSPHATASE ) ( SBPASE ) ( SED (1,7) P2ASE ) 

>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265_emb_CAA4 6507_ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399144 

LTB3431-022-P1-K1-A7 

BLASTX 

g3345477 

544 

9.0e-56 

142 

75 

(AB016283) carbonic anhydrase [Oryza sativa] 
399145 

LIB3431-022-P1-K1-A9 

BLASTX 

g2245086 

373 

1.0e-35 

104 

68 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
399146 

LIB3431-022-P1-K1-B1 

BLASTX 

gl32105 

609 

2.0e-63 

131 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 



51017 



carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



yi 



O 

m 



a 



Seq. No. 


399147 


Seq. ID 


LIB3431-022-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


g3929924 


BLAST score 


298 


E value 


6.0e-27 


Match length 


56 


% identity 


100 


NCBI Description 


(AB020502) catalase [Oryz, 


Seq. No. 


399148 


Seq. ID 


LIB3431-022-P1-K1-B2 


Method 


BLASTN 


NCBI GI 


g218209 


BLAST score 


159 


E value 


5.0e-84 


Match length 


303 


% identity 


97 


NCBI Description 


Oryza sativa mRNA for the 




ribulose-1, 5-bisphosphate 




pOSSS2106 



complete cds, clone 



Seq. No. 


399149 


Seq. ID 


LIB3431-022-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g4982498 


BLAST score 


333 


E value 


5.0e-31 


Match length 


83 


% identity 


76 


NCBI Description 


(AC000107) F17F8.4 [Arabidopsis thaliana] 


Seq. No. 


399150 


Seq. ID 


LIB3431-022-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


g3789952 


BLAST score 


557 


E value 


2.0e-57 


Match length 


114 


% identity 


96 


NCBI Description 


(AF094775) chlorophyll a/b-binding protein 




sativa] 


Seq. No. 


399151 


Seq. ID 


LIB3431-022-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


gl617197 


BLAST score 


304 


E value 


1.0e-27 


Match length 


76 


% identity 


76 


NCBI Description 


(Z72488) CP12 [Nicotiana tabacum] 



[Oryza 



51018 



Seq. No. 


399152 


Seq. ID 


LIB3431-022-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


g5802244 


BLAST score 


282 


E value 


5.0e-25 


Match length 


62 


% identity 


84 


NCBI Description 


(AF169022) seed maturation protein PM37 [Glycine max] 


Seq. No. 


399153 


Seq. ID 


LIB3431-022-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


g6006363 


BLAST score 


245 


E value 


1.0e-20 


Match length 


45 


% identity 


100 


NCBI Description 


(AP000559) ESTs AU078183 (C62904 ) ,C73912 (E21020) correspond 




to a region of the predicted gene.; Similar to water stres: 




inducible protein (U74296) [Oryza sativa] 


Seq. No. 


399154 


Seq. ID 


LIB3431-022-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


gl661160 


BLAST score 


437 


E value 


3.0e-43 


Match length 


97 


% identity 


84 


NCBI Description 


(U74295) chlorophyll a/b binding protein [Oryza sativa] 


Seq. No. 


399155 


Seq. ID 


LIB3431-022-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g3273243 


BLAST score 


365 


E value 


7.0e-35 


Match length 


117 


% identity 


61 


NCBI Description 


(AB004 660) NLS receptor [Oryza sativa] 




>gi_3273245_dbj_BAA31166__ (AB004814) NLS receptor [Oryza 




sativa] 


Seq. No. 


399156 


Seq. ID 


LIB3431-022-P1-K1-C5 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


35 


E value 


5.0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


399157 


Seq. ID 


LIB3431-022-P1-K1-C6 



51019 



u 
m 



lJ 

g 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g5295988 

656 

7.0e-69 

148 

90 

(AB003327) MADS box-like protein [Oryza sativa] 
399158 

LIB3431-022-P1-K1-C7 

BLASTX 

g6006363 

370 

2.0e-35 

71 

100 

(AP000559) ESTs AU078183 (C62904 ) , C73912 (E21020 ) correspond 
to a region of the predicted gene.; Similar to water stress 
inducible protein (U74296) [Oryza sativa] 

399159 

LIB3431-022-P1-K1-C8 

BLASTX 

g4512613 

295 

1.0e-26 

66 

80 

(AC004793) F28K20.12 [Arabidopsis thaliana] 
399160 

LIB3431-022-P1-K1-D1 

BLASTX 

g4371296 

307 

5.0e-28 

134 

51 

(AC006260) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



399161 

LIB3431-022-P1-K1-D10 

BLASTX 

g448445 

263 

8.0e-23 

72 

69 

CF0 ATP synthase :SUBUNIT=9 [Spinacia oleracea] 
399162 

LIB3431-022-P1-K1-D11 

BLASTX 

g3935175 

277 

2.0e-24 



51020 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



84 
67 

(AC004557) F17L21.18 [Arabidopsis thaliana] 



399163 

LIB3431-022-P1-K1-D12 

BLASTX 

g3789954 

661 

2.0e-69 

125 

98 

(AF094776) 
sativa] 



chlorophyll a/b-binding protein precursor [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



precursor - rice 
type I light-harvesting 



399164 

LIB3431-022-P1-K1-D4 
BLASTX 
g320618 
593 

2.0e-61 

130 
87 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 

[Oryza sativa] 

399165 

LIB3431-022-P1-K1-D5 

BLASTX 

g4099148 

582 

3.0e-60 

147 

82 

(U84268) YLP [Hordeum vulgare] 
399166 

LIB3431-022-P1-K1-D6 

BLASTX 

g2293288 

175 

2.0e-12 

152 

33 

(AF008220) YtcB [Bacillus subtilis] 

>gi_2635571_emb_CAB15065_ (Z99119) similar to NDP-sugar 
epimerase [Bacillus subtilis] 

399167 

LIB3431-022-P1-K1-D7 

BLASTX 

g5106775 

488 

3.0e-49 



51021 



m 



01 



o 

Q 



Match length 


96 


% identity 


98 


NCBI Description 


(AF067732) ribosomal protein S12 [Hordeum vulgare] 


Seq. No. 


399168 


Seq. ID 


LIB3431-022-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 


E value 


9.0e-20 


Match length 


44 


% identity 


100 


NCBI Description 


(AF001396) metallothionein-like protein [Oryza sativa] 




>gi 6103441_gb_AAF03603. 1_ (AF147786) metallothionein-like 




protein [Oryza sativa] 


Seq. No. 


399169 


Seq. ID 


LIB3431-022-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


g6063542 


BLAST score 


259 


E value 


2.0e-22 


Match length 


47 


% identity 


100 


NCBI Description 


(AP000615) EST C74302 (E30840) corresponds to a region of 




the predicted gene.; similar to glyceraldehyde-3-phosphate 




dehydrogenase. (M64118) [Oryza sativa] 


Seq. No. 


399170 


Seq. ID 


LIB3431-022-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


g4469021 


BLAST score 


312 


E value 


1.0e-28 


Match length 


85 


% identity 


71 


NCBI Description 


(AL035602) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


399171 


Seq. ID 


LIB3431-022-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


g!15787 


BLAST score 


592 


E value 


2.0e-61 


Match length 


134 


% identity 


88 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 


CAB-2) (LHCP) >gi 82461_pir S03706 chlorophyll a/b-binding 




protein 2R precursor - rice >gi 20182 emb CAA32109_ 




(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 




[Oryza sativa] 


Seq. No. 


399172 


Seq. ID 


LIB3431-022-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


546 



51022 



fcsf 

50 



E value 


5 . 0e-5o 


Match length 


103 


% identity 


100 


NCBI Description 


(U86018) photosystem II 10 JcDa polypeptide 


Seq. No. 


399173 


Seq. ID 


LIBJ4ol-U^^-Pl-Kl-E3 


Metnoa 




NCBI GI 


g81601 


BLAST score 


159 


E value 


l . Oe-io 


Match length 


A *3 

43 


% identity 


70 


NCBI Description 


chaperonin 60 beta - Arabidopsis thaliana 


Seq. No. 


399174 


Seq. ID 


LIB34 31-0z2-Pl-Kl-E4 


Metnoa 


dLAo 1 A 


JMUbi (a± 


g j / o y yo4 


BLAST score 


546 


E value 


5.0e-56 


Match length 


106 


% identity 


96 


NCBI Description 


(AF094776) chlorophyll a/b-binding protein 




sativa] 



[Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399175 

LIB3431-022-P1-K1-E6 

BLASTN 

gl245938 

36 

1.0e-10 

36 

100 

rabClC-2 beta=chloride channel C1C-2G isoform [rabbits, 
heart atrium, mRNA, 2998 nt] 

399176 

LIB3431-022-P1-K1-E7 

BLASTX 

gl661160 

636 

1.0e-66 

142 

87 

(U74295) chlorophyll a/b binding protein [Oryza sativa] 
399177 

LIB3431-022-P1-K1-E8 

BLASTX 

g4557093 

215 

3.0e-17 

65 

66 

(AF001136) zinc finger protein [Pinus radiata] 



51023 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399178 

LIB3431-022-P1-K1-E9 

BLAST N 

g3075487 

322 

0.0e+00 

322. 
100 

Oryza sativa chlorophyll a/b-binding protein 
mRNA, complete cds 



399179 

LIB3431-022-P1-K1-F10 

BLASTX 

g2493494 

547 

4.0e-56 

112 

89 

SERINE CARBOXYPEPTIDASE II-2 
>gi 619351_bbs_153537 CP-MII. 



(RCABP69) 



PRECURSOR (CP-MI I. 2) 
,2=serine carboxypeptidase 
[Hordeum vulgare=barley, cv. Alexis, aleurone, Peptide, 436 
aa] >gi_6102957_emb_CAB59202.1_ (X78878) serine carboxylase 
II-2 [Hordeum vulgare] 

399180 

LIB3431-022-P1-K1-F11 

BLASTX 

gll5787 

584 

2.0e-60 

133 

88 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

399181 

LIB3431-022-P1-K1-F12 

BLASTX 

g3618310 

473 

2.0e-47 

123 

74 

(AB001883) zinc finger protein [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



399182 

LIB3431-022-P1-K1-F2 

BLASTX 

g710626 

188 

5.0e-14 

45 

69 



51024 



NCBI Description (D30719) ERD15 protein [Arabidopsis thaliana] >gi_3241941 
(AC004625) dehydration-induced protein ERD15 [Arabidopsis 
thaliana] >gi_3894181 (AC005662) ERD15 protein [Arabidopsis 
thaliana] 



Seq. No. 


399183 


Seq. ID 


LIB3431-022-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


g5541681 


BLAST score 


327 


E value 


2.0e-30 


Match length 


124 


% identity 


56 


NCBI Description 


(AL096859) putative protein [Arabidopsis thaliana] 


Seq. No. 


399184 


Seq, ID 


LIB3431-022-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g5230790 


BLAST score 


162 


E value 


6.0e-ll 


Match length 


46 


% identity 


70 


NCBI Description 


(AF107027) histone HI WH1A.4 [Triticum aestivum] 


Seq. No. 


399185 


Seq. ID 


LIB3431-022-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


g6016736 


BLAST score 


253 


E value 


1.0e-21 


Match length 


86 


% identity 


60 


NCBI Description 


(AC009325) unknown protein [Arabidopsis thaliana] 


Seq. No. 


399186 


Seq. ID 


LIB3431-022-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 


E value 


9.0e-20 


Match length 


44 


% identity 


100 


NCBI Description 


(AF001396) metallothionein-like protein [Oryza sativa] 




>gi_6103441_gb_AAF03603. 1_ (AF147786) metallothionein- 




protein [Oryza sativa] 


Seq. No. 


399187 


Seq. ID 


LIB3431-022-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g320618 


BLAST score 


576 


E value 


2.0e-59 


Match length 


125 


% identity 


87 


NCBI Description 


chlorophyll a/b-binding protein I precursor - rice 



>gi__218172_dbj_BAA00536_ (D00641) type I light-harvesting 



51025 



s 

□ 



Q 
D 
HZ* 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



chlorophyll a/b-binding protein [Oryza sativa] 

>gi 227611 prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

399188 

LIB3431-022-P1-K1-F9 

BLASTX 

g5295954 

363 

2.0e-34 

72 
97 

(AB026295) hypothetical protein [Oryza sativa] 
399189 

LIB3431-022-P1-K1-G10 

BLASTX 

g320618 

622 

7.0e-65 

135 

87 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



399190 

LIB3431-022-P1-K1-G12 

BLASTN 

g2062705 

35 

5.0e-10 

35 

100 

Human butyrophilin (BTF5) mRNA, 



precursor - rice 

type I light-harvesting 



complete cds 



Seq. No. 
Seq. ID 
Method 



399191 

LIB3431-022-P1-K1-G4 

BLASTX 

gl20657 

528 

6.0e-54 

132 

81 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_66024_pir DEZMG3 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast - 
maize >gi_168479 (M18976) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] >gi_763035_emb_CAA33455_ (X15408) 
glyceraldehyde-3-phosphate dehydrogenase [Zea mays] 

399192 

LIB3431-022-P1-K1-G5 
BLASTX 



51026 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



g629775 
740 

1.0e-78 

149 

92 

beta-ketoacyl-ACP synthase 



barley (fragment] 



399193 

LIB3431-022-P1-K1-G6 

BLASTX 

gl32105 

614 

6.0e-64 

132 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

399194 

LIB3431-022-P1-K1-G8 

BLASTX 

g5816998 

276 

2.0e-24 

121 

47 

(AL110123) putative protein [Arabidopsis thaliana] 
399195 

LIB3431-022-P1-K1-G9 

BLAST N 

g4959460 

37 

3.0e-ll 

37 
100 

Zea mays RACB small GTP binding protein mRNA, complete cds 
399196 

LIB3431-022-P1-K1-H10 

BLASTX 

g2213600 

364 

1.0e-34 

131 

56 

(AC000348) T7N9.20 



[Arabidopsis thaliana] 



399197 

LIB3431-022-P1-K1-H11 



51027 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll71978 

418 

4.0e-45 

128 

63 

POLYADENYLATE-BINDING PROTEIN 2 (POLY (A) BINDING PROTEIN 2) 
(PABP 2) >gi_304109 (L19418) poly (A) -binding protein 
[Arabidopsis thaliana] >gi_2911051_emb_CAA17561_ (AL021961) 
poly (A) -binding protein [Arabidopsis thaliana] 



Seq. No. 


399198 


Seq. ID 


LIB3431-022-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g3345477 


BLAST score 


317 


E value 


3.0e-29 


Match length 


115 


% identity 


57 


NCBI Description 


(AB016283) carbonic anhydrase [Oryza sativa] 


Seq. No. 


399199 


Seq. ID 


LIB3431-022-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


gl707998 


BLAST score 


417 


E value 


6.0e-41 


Match length 


118 


% identity 


73 


NCBI Description 


SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL 



(SERINE METHYLASE) (GLYCINE HYDROXYMETHYL TRANSFERASE) 

(SHMT) >gi_481944jpir S40218 glycine 

hydroxyitiethyltransf erase (EC 2.1.2.1) - potato 
>gi_438247__emb_CAA81082_ (Z25863) glycine 
hydroxyitiethyltransf erase [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399200 

LIB3431 

BLASTX 

g318455 

289 

7.0e-26 

128 

50 

(AF0522 
[Synech 



•022-P1-K1-H4 



90) putative c-type cytochrome biogenesis protein 
ococcus PCC7002] 



399201 

LIB3431-022-P1-K1-H6 

BLASTX 

g3510256 

180 

3.0e-13 

41 

78 

(AC005310) unknown protein [Arabidopsis thaliana] 



51028 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399202 

LIB3431-022-P1-K1-H7 

BLASTX 

g2072555 

237 

8.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

399203 

LIB3431-022-P1-K1-H8 

BLASTX 

g3126854 

730 

1.0e-77 

139 

99 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399204 

LIB3431-022-P1-N1-A1 

BLASTX 

g671740 

202 

1.0e-15 

51 

80 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399205 

LIB3431-022-P1-N1-A4 

BLASTX 

g3885892 

235 

1.0e-19 

47 

98 

(AF093634) photos ystem-1 F subunit precursor [Oryza sativa] 
399206 

LIB3431-022-P1-N1-A5 

BLASTX 

g671740 

197 

3.0e-15 

37 

100 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 
Seq. ID 
Method 



399207 

LIB3431-022-P1-N1-A6 
BLASTN 



51029 



NCBI GI 


gl4264 


BLAST score 


51 


E value 


1.0e-19 


Match length 


115 


% identity 


86 


NCBI Description 


T.aestivum gene for sedoheptulose-1, 7-bisphoshatase 


Seq. No. 


399208 


Seq. ID 


LIB3431-022-P1-N1-A7 


Method 


BLASTX 


NCBI GI 


g3345477 


BLAST score 


183 


E value 


2.0e-13 


Match length 


33 


% identity 


100 


NCBI Description 


(AB016283) carbonic anhydrase [Oryza sativa] 


Seq. No. 


399209 


Seq. ID 


LIB3431-022-P1-N1-A9 


Method 


BLASTX 


NCBI GI 


g2245086 


BLAST score 


224 


E value 


3.0e-18 


Match length 


65 


% identity 


66 


NCBI Description 


(Z97343) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


399210 


Seq. ID 


LIB3431-022-P1-N1-B1 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


364 


E value 


1.0e-34 


Match length 


73 


% identity 


95 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 



(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399211 

LIB3431-022-P1-N1-B10 

BLASTX 

g3929924 

221 

5.0e-18 

43 

98 

(AB020502) catalase [Oryza sativa] 



Seq. No. 
Seq. ID 



399212 

LIB3431-022-P1-N1-B12 



51030 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3075487 

42 

3.0e-14 

82 

88 

Oryza sativa chlorophyll a/b-binding protein 
mRNA, complete cds 



(RCABP69) 



399213 

LIB3431-022-P1-N1-B2 

BLASTN 

g218209 

159 

5.0e-84 

304 

97 

Oryza sativa mRNA for the small subunit of 
ribulose-1, 5-bisphosphate carboxylase, complete cds, 
pOSSS2106 



clone 



Seq. No. 


399214 


Seq. ID 


LIB3431-022-P1-N1-B3 


Method 


BLASTX 


NCBI GI , 


g4982498 


BLAST score 


187 


E value 


5.0e-14 


Match length 


59 


% identity 


59 


NCBI Description 


(AC000107) F17F8.4 [Arab 


Seq. No. 


399215 


Seq. ID 


LIB3431-022-P1-N1-B5 


Method 


BLASTN 


NCBI GI 


g3789951 


BLAST score 


168 


E value 


2.0e-89 


Match length 


374 


% identity 


93 


NCBI Description 


Oryza sativa chlorophyll 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

399216 

LIB3431-022-P1-N1-B7 

BLASTX 

gl32105 

402 

4.0e-39 

73 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 



51031 



ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 





Seq. No. 


399217 




Seq. ID 


LIB3431-022-P1-N1-B9 




Method 


BLASTX 




NCBI GI 


gll25691 




BLAST score 


180 




E value 


4.0e-13 




Match length 


62 




% identity 


65 




NCBI Description 


(X94301) DnaJ protein [Solanum tuberosum] 




Seq. No. 


399218 




Seq. ID 


LIB3431-022-P1-N1-C1 




Method 


BLASTX 




NCBI GI 


g4929312 




BLAST score 


328 


0 


E value 


2.0e-30 




Match length 


112 


JTBT, 


% identity 


63 


Co 


NCBI Description 


(AF145045) TATC [Arabidopsis thaliana] 


pa 

CSS 


Seq. No. 


399219 


□ 


Seq. ID . 


LIB3431-022-P1-N1-C10 




Method 


BLASTN 




NCBI GI 


g6006355 




BLAST score 


384 


5 


E value 


0.0e+00 


H- 


Match length 


388 


O 


% identity 


100 


L-E, 


NCBI Description 


Oryza sativa genomic DNA, chromosome 6, clone: P0493C11 


D 


Seq. No. 


399220 


9 


Seq. ID 


LIB3431-022-P1-N1-C12 


o ■ 


Method 


BLASTX - 


NCBI GI 


g3036951 




BLAST score 


431 




E value 


1.0e-42 




Match length 


81 




% identity 


100 




NCBI Description 


(AB012639) light harvesting chlorophyll a/b-binaing prote. 






[Nicotiana sylvestris] 




Seq. No. 


399221 




Seq. ID 


LIB3431-022-P1-N1-C2 




Method 


BLASTX 




NCBI GI 


g2072555 




BLAST score 


237 




E value 


9.0e-20 




Match length 


44 



% identity 100 

NCBI Description (AF001396) metallothionein-like protein [Oryza sativa] 

>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



51032 





Seq. No. 


399222 




Seq. ID 


LIB3431-022-P1-N1-C6 




Method 


BLASTN 




NCBI GI 


g52 95987 




BLAST score 


362 




E value 


0.0e+00 




Match length 


435 




% identity 


95 




NCBI Description 


Oryza sativa mRNA for MADS 






clone:S10304 




Seq. No. 


399223 




Seq. ID 


LIB3431-022-P1-N1-C7 




Method 


BLASTN 




NCBI GI 


g6006355 




BLAST score 


249 




E value 


1.0e-138 




Match length 


310 




% identity 


95 


0 


NCBI Description 


Oryza sativa genomic DNA, < 


d3 


Seq. No. 


399224 


y 


Seq. ID 


LIB3431-022-P1-N1-C8 


03 


Method 


BLASTX 


£ 


NCBI GI 


g4512613 




BLAST score 


305 


5=r 


E value 


7.0e-28 


j|3«3 

if"?! 


Match length 


67 


Ui 


% identity 


82 




NCBI Description 


(AC004793) F28K20.12 [Arab: 


l& 








Seq. No. 


399225 


M. 


Seq. ID 


LIB3431-022-P1-N1-D12 




Method 


BLASTX 


D 


NCBI GI 


g3789954 




BLAST score 


361 


o 


E value 


3.0e-34 




Match length 


67 




% identity 


100 




NCBI Description 


(AF094776) chlorophyll a/b- 






sativa] 




Seq. No. 


399226 




Seq. ID 


LIB3431-022-P1-N1-D4 




Method 


BLASTX 




NCBI GI 


gll5787 




BLAST score 


396 




E value 


2.0e-38 




Match length 


75 




% identity 


100 



NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 



399227 



51033 



Seq. ID 


LIB3431-022-P1-N1-D5 


Method 


BLASTX 


NCBI GI 


g3334409 


BLAST score 


204 


E value 


5.0e-16 


Match length 


52 


% identity 


79 


NCBI Description 


VACUOLAR ATP SYNTHASE SUBUNIT E (V-ATPASE E SUBUNIT) 




>gi_2129765_pir S71261 V-type proton-ATPase - Arabidopsis 




thaliana >gi_114 3394_emb_CAA63086_ (X92117) V-type 




proton-ATPase [Arabidopsis thaliana] 


Seq. No. 


399228 


Seq. ID 


LIB3431-022-P1-N1-D7 


Method 


BLASTX 


NCBI GI 


g5106775 


BLAST score 


342 


E value 


4 .0e-32 


Match length 


71 


% identity 


92 


NCBI Description 


(AF067732) ribosomal protein S12 [Hordeum vulgare] 


Seq. No. 


399229 


Seq. ID 


LIB3431-022-P1-N1-D8 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


226 


E value 


2.0e-18 


Match length 


46 


% identity 


91 


NCBI Description 


(AF001396) metallothionein-like protein [Oryza sativa] 




>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 




protein [Oryza sativa] 


Seq. No. 


399230 


Seq. ID 


LIB3431-022-P1-N1-E11 


Method 


BLASTX 


NCBI GI 


g4469021 


BLAST score 


310 


E value 


2.0e-28 


Match length 


72 


% identity 


81 


NCBI Description 


(AL035602) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399231 

LIB3431-022-P1-N1-E12 

BLASTX 

g3036946 

277 

2.0e-24 

52 

100 

(AB012637) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 



Seq. No. 
Seq. ID 



399232 

LIB3431-022-P1-N1-E2 



51034 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI. Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl835731 

283 

3.0e-25 

67 

82 

(U86018) 



photosystem II 10 kDa polypeptide [Oryza sativa] 



399233 

LIB3431-022-P1-N1-E4 

BLASTX 

g3789954 

357 

7.0e-34 

66 

100 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 



en 



TEST 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399234 

LIB3431-022-P1-N1-E5 

BLASTX 

g3789954 

163 

3.0e-ll 

54 

63 

(AF094776) 
sativa] 



chlorophyll a/b-binding protein precursor [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



399235 

LIB3431-022-P1-N1-E7 

BLASTX 

g4512125 

178 

5.0e-13 

32 

100 

(AF133340) putative chlorophyll a/b-binding protein 
[Phalaenopsis sp. 'KCbutterf ly ' ] 

399236 

LIB3431-022-P1-N1-E8 

BLASTN 

g20181 

100 

7.0e-49 

176 

89 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 

399237 

LIB3431-022-P1-N1-E9 

BLASTN 

g3075487 

275 



51035 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-153 

279 

100 

Oryza sativa chlorophyll a/b-binding protein (RCABP69) 
mRNA, complete cds 

399238 

LIB3431-022-P1-N1-F10 

BLASTX 

g2493494 

199 

3.0e-15 

48 

81 

SERINE CARBOXYPEPTIDASE II-2 PRECURSOR (CP-MI I. 2) 
>gi_619351_bbs_153537 CP-MII . 2=serine carboxypeptidase 
[Hordeum vulgare=barley, cv. Alexis, aleurone, Peptide, 436 
aa] >gi_6102957_emb_CAB59202. 1_ (X78878) serine carboxylase 
II-2 [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399239 

LIB3431-022-P1-N1-F11 

BLASTX 

g3036942 

251 

2.0e-21 

47 

100 

(AB012636) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 



Seq. No. 


399240 


Seq. ID 


LIB3431-022-P1-N1-F12 


Method 


BLASTX 


NCBI GI 


g3618310 


BLAST score 


366 


E value 


6.0e-35 


Match length 


77 


% identity 


92 


NCBI Description 


(AB001883) zinc finger protein 


Seq. No. 


399241 


Seq. ID 


LIB3431-022-P1-N1-F6 


Method 


BLASTN 


NCBI GI 


g6103440 


BLAST score 


45 


E value 


3.0e-16 


Match length 


85 


% identity 


88 


NCBI Description 


Oryza sativa metallothionein-1: 




complete cds 


Seq. No. 


399242 


Seq. ID 


LIB3431-022-P1-N1-F8 


Method 


BLASTX 


NCBI GI 


g3036951 


BLAST score 


276 



51036 



o 

01 



Q 

Ljl 
? — 

01 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ,ID ... . 

Meth#^- . v 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-24 

54 

98 

(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

399243 

LIB3431-022-P1-N1-F9 

BLASTN 

g5295936 

310 

1.0e-174 

411 

94 

Oryza sativa genomic DNA, chromosome 6, clone : P0681F10, 
complete sequence 

399244 

LIB3431-022-P1-N1-G10 

BLASTX ' ■ ' r .■ 

g3928150 

412 

3.0e-40 

110 

72 

(AJ131049) hypothetical protein [Cicer arietinum] 
399245 

LIB3431-022-P1-N1-G4 

BLASTX 

gl20661 

178 

6.0e-13 

32 
100 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A, CHLOROPLAST 
PRECURSOR >gi_170237 (M14417) glyceraldehyde-3-phosphate 
dehydrogenase A-subunit precursor [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399246 

LIB3431-022-P1-N1-G6 

BLASTX 

g347451 

263 

7.0e-23 
51 
100 

(L22155) 
sativa] 



ribulose 1, 5-bisphosphate carboxylase [Oryza 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



399247 

LIB3431-022-P1-N1-H11 

BLASTX 

g2213871 

195 

7.0e-15 
53 



51037 



% identity 

NCBI Description 



83 

(AF003126) poly (A) -binding protein [Mesembryanthemum 
crystallinum] 



Seq. No. 


399248 


Seq. ID 


LIB3431-022-P1-N1-H12 


Method 


BLASTX 


NCBI GI 


g3345477 


BLAST score 


156 


E value 


2.0e-10 


Match length 


30 


% identity 


97 


NCBI Description 


(AB016283) carbonic anhydrase [Oryza sativa] 


Seq. No. 


399249 


Seq. ID 


LIB3431-022-P1-N1-H2 


Method 


BLASTX 


NCBI GI 


gl707998 


BLAST score 


153 


E value 


5.0e-10 


Match length 


29 


% identity 


100 


NCBI Description 


SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 

(SHMT) >gi_481944_pir S40218 glycine 

hydroxymethyl transferase (EC 2.1.2.1) - potato 
>gi_438247_emb_CAA81082_ (Z25863) glycine 
hydroxymethyl transferase [Solanum tuberosum] 

399250 

LIB3431-022-P1-N1-H6 

BLASTX 

g3510256 

167 

1.0e-ll 

41 

73 

(AC005310) unknown protein [Arabidopsis thaliana] 
399251 

LIB3431-022-P1-N1-H7 

BLASTN 

g2072554 

310 

1.0e-174 

322 
99 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



399252 

LIB3431-022-P1-N1-H8 

BLASTX 

gll5802 

190 

2.0e-14 
35 



51038 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



100 

CHLOROPHYLL A-B BINDING PROTEIN 36 PRECURSOR (LHCII TYPE I 

CAB-36) (LHCP) >gi_100311_pir S21827 chlorophyll 

a/b-binding protein (cab-36) - common tobacco 
>gi_19827_emb_CAA41188_ (X58230) chlorophyll a/b binding 
protein [Nicotiana tabacum] 

399253 

LIB3431-023-P1-K1-A1 

BLASTX 

g5430769 

349 

6.0e-33 

130 

55 

(AC007504) Similar to somatic embryogenesis receptor-like 
kinase [Arabidopsis thaliana] 

399254 

LIB3431-023-P1-K1-A11 

BLASTX 

gl657621 

212 

8.0e-17 

109 

54 

(U72505) G6p [Arabidopsis thaliana] >gi_3068711 (AF04 9236) 
putative acyl-coA dehydrogenase [Arabidopsis thaliana] 
>gi_5478795_dbj_BAA82478.1_ (AB017643) Short-chain acyl CoA 
oxidase [Arabidopsis thaliana] 

399255 

LIB3431-023-P1-K1-A3 

BLASTX 

gl907270 

485 

7.0e-49 

122 

74 

(X96761) sulphate transporter protein [Sporobolus 
stapf ianus] 

399256 

LIB3431-023-P1-K1-A4 

BLASTX 

g5734618 

244 

7.0e-27 

154 

44 

(AP000391) Similar to Arabidopsis thaliana chromosome II 
BAC F5H14 genomic sequence; unknown protein (AC006234) 
[Oryza sativa] 

399257 

LIB3431-023-P1-K1-A5 
BLASTX 



51039 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll73327 
227 

1.0e-18 

107 

50 

U2 SMALL NUCLEAR RIBONUCLEOPROTEIN A' <U2 SNRNP-A' ) 

>gi_322619_pir S30580 U2 snRNP protein A 1 - Arabidopsis 

thaliana >gi_17669_emb_CAA488 90_ (X69137) U2 small nuclear 
ribonucleoprotein A' [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399258 

LIB3431-023-P1-K1-A6 

BLASTX 

g548605 

519 

1.0e-57 

132 

91 

PHOTOSYSTEM I REACTION CENTRE 
(LIGHT-HARVESTING COMPLEX 17 



SUBUNIT X PRECURSOR 
KD PROTEIN). (PSI-K) 



>gi_539055_pir; A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 



9 
o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399259 

LIB3431-023-P1-K1-A8 

BLASTN 

g2586088 

35 

5.0e-10 

43 

95 

Oryza longistaminata receptor kinase-like protein, 
member A2, pseudogene sequence 

399260 

LIB3431-023-P1-K1-A9 

BLASTX 

gl052960 

400 

7.0e-39 

90 

88 

(U37437) PNIL34 [Ipomoea nil] 



family 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399261 

LIB3431-023-P1-K1-B1 

BLASTX 

g6006848 

252 

2.0e-21 

133 

46 

(AC009540) unknown protein, 5' partial [Arabidopsis 
thaliana] 



Seq. No. 



399262 



51040 



Seq. ID 


LIB3431-023-P1-K1-B10 


Method 


BLASTN 


NCBI GI 


g20153 


BLAST score 


157 


E value 


8.0e-83 


Match length 


157 


% identity 


100 


NCBI.. Description 


O.sativa random single-copy DNA fragment 12RG143R 


Seq. No. 


399263 


Seq. ID 


LIB3431-023-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


g3913425 


BLAST score 


323 


E value 


7.0e-30 


Match length 


76 


% identity 


79 


NCBI Description 


PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 




HELICASE >gi_2275203 (AC002337) RNA helicase isolog 




- [Arabidopsis thaliana] 


Seq. No. 


399264 


Seq. ID 


LIB3431-023-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


g2407281 


BLAST score 


705 


E value 


1.0e-74 


Match length 


132 


% identity 


99 


NCBI Description 


(AF017363) ribulose 1, 5-bisphosphate carboxylase snic 




subunit [Oryza sativa] 


Seq. No. 


399265 


Seq. ID 


LIB3431-023-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g6016732 


BLAST score 


203 


E value 


2.0e-18 


Match length 


86 


% identity 


57 



NCBI Description 



(AC009325) hypothetical protein [Arabidopsis thaliana] 
>gi_6091719_gb_AAF03431.1_AC010797_7 (AC010797) 
hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399266 

LIB3431-023-P1-K1-B5 

BLASTN 

g3885887 

419 

0.0e+00 

442 

99 

Oryza sativa high mobility group protein (HMG) mRNA, 
complete cds 



Seq. No. 
Seq. ID 



399267 

LIB3431-023-P1-K1-B6 



51041 



pa 
□ 



Method 


BLASTX 


NCBI GI 


g2147484 


BLAST score 


592 


E value 


2.0e-61 


Match length 


137 


% identity 


81 


NCBI Description 


homeotic protein - Phalaenopsi; 




homeobox protein [Phalaenopsis 


Seq. No. 


399268 


Seq. ID 


LIB3431-023-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


g2660676 


BLAST score 


614 


E value 


5.0e-64 


Match length 


134 


% identity 


81 


NCBI Description 


(AC002342) Dreg-2 like protein 


Seq. No. 


399269 


Seq. ID 


LIB3431-023-Pl-Kl^Cl 


Method 


BLASTX 


NCBI GI 


g6006848 


BLAST score 


405 


E value 


2.0e-45 


Match length 


141 


% identity 


67 


NCBI Description 


(AC009540) unknown protein, 5* 




thaliana] 


Seq. No. 


399270 


Seq. ID 


LIB3431-023-P1-K1-C11 


Method 


BLASTN 


NCBI GI 


g2306980 


BLAST score 


53 


E value 


7.0e-21 


Match length 


85 


% identity 


91 


NCBI Description 


Oryza sativa photosystem I ant< 




complete cds 


Seq. No. 


399271 


Seq. ID 


LIB3431-023-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


607 


E value 


4.0e-63 


Match length 


132 


% identity 


87 



•hybrid SM9108'] 



partial [Arabidopsis 



mRNA, 



NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094 jpir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 
sativa] >gi_226375_prf 1508256A ribulose bisphosphate 



51042 



carboxylase S [Oryza sativa] 



E 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399272 

LIB3431-023-P1-K1-C2 

BLASTX 

g461550 

578 

1.0e-59 

150 

71 

ATP SYNTHASE GAMMA CHAIN 1, CHLOROPLAST PRECURSOR 

>gi_81635_pir B39732 H+-transporting ATP synthase (EC 

3.6.1.34) gamma-1 chain precursor, chloroplast - 
Arabidopsis thaliana >gi_166632 (M61741) ATP synthase 
gamma-subunit [Arabidopsis thaliana] 

>gi_5732056_gb_AAD48955.1_AF149414_4 (AF149414) Arabidopsis 
thaliana APC1-ATP synthase gamma chain 1 (GB:M61741); 
contains similarity to Pfam PF00231 -ATP synthase; 
score=658.6, E=3.1e-194n n+1 

399273 

LIB3431-023-P1-K1-C3 

BLASTX 

g3345477 

550 

2.0e-56 

121 

88 

(AB016283) carbonic anhydrase [Oryza sativa] 



0 
n 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399274 

LIB3431-023-P1-K1-C4 

BLASTX 

g2072555 

237 

9.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399275 

LIB3431-023-P1-K1-C5 

BLASTX 

g4995089 

544 

4.0e-68 

152 

81 

(AJ242712) malate dehydrogenase 1 [Brassica napus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



399276 

LIB3431-023-P1-K1-C6 

BLASTX 

g3643608 

376 



51043 



E value 
Match length 
% identity 
NCBI Description 



5.0e-36 

95 

75 

(AC005395) hypothetical protein [Arabidopsis thaliana] 
>gi_4874312_gb_AAD31374.1_AC006053_16 (AC006053) 
hypothetical protein [Arabidopsis thaliana] 



Seq. No. 


399277 


Seq. ID 


LIB3431-023-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


g4803952 


BLAST score 


284 


E value 


3.0e-25 


Match length 


69 


% identity 


77 


NCBI Description 


(AC006202) hypothetical protein [Arabidopsis 


Seq. No. 


399278 


Seq. ID 


LIB3431-023-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


g4455350 


BLAST score 


322 


E value 


1.0e-29 


Match length 


79 


% identity 


81 


NCBI Description 


(AL035524) putative protein [Arabidopsis thai 


Seq. No. 


399279 


Seq. ID 


LIB3431-023-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


g2052383 


BLAST score 


403 


E value 


3.0e-39 


Match length 


86 


% identity 


80 


NCBI Description 


(U66345) calreticulin [Arabidopsis thaliana] 


Seq. No. 


399280 


Seq. ID 


LIB34 31-02 3-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


g3885892 


BLAST score 


440 


E value 


1.0e-43 


Match length 


83 


% identity 


100 


NCBI Description 


(AF093634) photos ys tern- 1 F subunit precursor 


Seq. No. 


399281 


Seq. ID 


LIB3431-023-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 


E value 


9.0e-20 


Match length 


44 


% identity 


100 


NCBI Description . 


(AF001396) metallothionein-like protein [Oryz; 



>gi 6103441 gb AAF03603.1 (AF147786) metallothionein-like 



51044 



protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399282 

LIB3431-023-P1-K1-D2 

BLASTX 

g5816996 

406 

1.0e-39 
85 
91 

(AL110123) 
thaliana] 



ribosomal protein L32-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



399283 

LIB3431-023-P1-K1-D3 

BLASTX 

gl32105 

560 

1.0e-57 

122 - 
86 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 ■ 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

399284 

LIB3431-023-P1-K1-D5 

BLASTX 

g5816996 

282 

5.0e-25 

61 

90 

(AL110123) ribosomal protein L32-like protein [Arabidopsis 
thaliana] 

399285 

LIB3431-023-P1-K1-D8 

BLASTX 

g4914457 

392 

6.0e-38 

122 

55 

(AL050400) putative protein [Arabidopsis thaliana] 
399286 

LIB3431-023-P1-K1-E1 

BLASTX 

g3929924 

620 



51045 



Ui 



o 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
.NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. ■ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



4.0e-74 

135 

99 

(AB020502) 



catalase [Oryza sativa] 



399287 

LIB3431-023-P1-K1-E11 

BLASTX 

g3789954 

778 

3.0e-83 

145 

100 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 

399288 

LIB3431-023-P1-K1-E12 

BLASTX 

g517500 

270 

7.0e-24 

66 

82 

(M87435) precursor of the oxygen evolving complex 17 kDa 

protein [Zea mays] >gi_444338_prf 1906386A photosystem II 

OE17 protein [Pisum sativum] 

399289 

LIB3431-023-P1-K1-E3 

BLASTX 

gl00849 

365 

8.0e-49 

128 

75 

acetolactate synthase (EC 4.1.3.18) (clone pSOG108) - maize 
>gi_22139_emb_CAA45116_ (X63553) acetohydroxyacid synthase 
[Zea mays] 

399290 

LIB3431-023-P1-K1-E5 

BLASTX 

gl31225 

316 

1.0e-56 

122 

91 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 

399291 

LIB3431-023-P1-K1-E7 

BLAST N 

g6015437 



51046 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39 

2.0e-12 

39 

100 

Homo sapiens PEX1 mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399292 

LIB3431-023-P1-K1-E8 

BLASTX 

g5922612 

226 

2.0e-18 

136 

59 

(AP000492) EST AU078118 (E3904 ) corresponds to a region of 
the predicted gene.; similar to Arabidopsis thaliana BAC 
IG002P16; No definition line found. (AF007270) [Oryza 
sativa] 



O 
01 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399293 

LIB3431-023-P1-K1-E9 

BLASTN 

g3023159 

37 

3.0e-ll 

53 

92 

Zantedeschia aethiopica geranylgeranyl reductase mRNA, 
partial cds 



Q 
1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399294 

LIB3431-023-P1-K1-F10 

BLASTX 

g4033838 

505 

3.0e-51 

150 

61 

(Y18550) sigma-like factor 
>gi_4 97 2 2 9 9_db j _BAA7 8 1 0 9 . 1_ 



[Arabidopsis thaliana] 
(AB021120) RNA polymerase sigma 



subunit SigE [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399295 

LIB3431-023-P1-K1-F11 

BLASTX 

gl304215 

362 

2.0e-34 

110 

42 

(D84392) 
(PSII-S) 



precursor of rice 22 kDa protein of photosystem II 
[Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



399296 

LIB3431-023-P1-K1-F12 

BLASTX 

g320618 



51047 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



435 

2.0e-70 

133 

100 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172__dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



U i 



ffl 

3 

: 3 

5 



Seq. No. 


399297 


Seq. ID 


LIB3431-023-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


g2570511 


Dii/ioi score 


ft 

Oft O 


E value 


8.0e-33 


Match length 


118 


% identity 


87 


NCBI Description 


(AF022738) chlorophyll 


Seq. No. 


399298 


Seq. ID 


LIB3431-023-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


g547712 


BLAST score 


510 


E value 


9.0e-52 


Match length 


103 


% identity 


98 


NCBI Description 


EUKARYOTIC INITIATION 




>gi 542153_pir S38358 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



- rice >gi_303844_dbj_BAA02152_ (D12627) eukaryotic 
initiation factor 4A [Oryza sativa] 

399299 

LIB3431-023-P1-K1-F7 

BLASTX 

g24 07281 

784 

7.0e-84 

148 

99 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

399300 

LIB3431-023-P1-K1-G10 

BLASTX 

gll5787 

664 

7.0e-70 

130 

98 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461jpir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



51048 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399301 

LIB3431-023-P1-K1-G12 

BLASTX 

g2501190 

591 

3.0e-61 

140 

84 

THIAMINE BIOSYNTHETIC ENZYME 1-2 PRECURSOR 

>gi_2130147_pir S61420 thiamine biosynthetic enzyme thil-2 

- maize >gi_596080 (U17351) thiamine biosynthetic enzyme 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399302 

LIB3431-023-P1-K1-G2 

BLASTX 

g2072555 

237 

9.0e-20 , ■ 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

399303 

LIB3431-023-P1-K1-G3 

BLASTX 

g4079798 

558 

2.0e-57 

143 

78 

(AF052203) 23 kDa polypeptide of photosystem II [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399304 

LIB3431-023-P1-K1-G5 

BLASTX 

g66298 

347 

9.0e-36 

87 

84 

catalase (EC 1.11, 
(X61626) catalase 



1.6) - rice >gi_20192_emb_CAA43814_ 



[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399305 

LIB3431-023-P1-K1-G7 

BLASTX 

g4972093 

263 

9.0e-23 

116 

47 

(AL078468) putative protein [Arabidopsis thaliana] 



51049 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399306 

LIB3431-023-P1-K1-G8 

BLASTX 

g3789954 

639 

6.0e-67 

119 

99 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399307 

LIB3431-023-P1-K1-G9 

BLASTX 

gl32105 

582 

3.0e-60 

125 

87 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

{RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399308 

LIB3431-023-P1-K1-H10 

BLASTX 

gl20510 

380 

2.0e-36 

86 

84 

FERRITIN 2 PRECURSOR >gi__82688_pir S24057 ferritin 

precursor (clone FM2) - maize >gi_22278_emb_CAA43664_ 
(X61392) ferritin [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399309 

LIB3431-023-P1-K1-H11 

BLASTX 

g2072555 

263 

2.0e-28 

62 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441__gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 
Seq. ID 
Method. 



399310 

LIB3431-023-P1-K1-H12 
BLASTX 



51050 



NCBI GI 


gl835731 


BLAST score 


283 


E value 


3.0e-25 


Match length 


64 


% identity 


83 


NCBI Description 


(U86018) photosystem II 10 kDa polypeptide [Oryza 


Seq. No. 


399311 


Seq. ID 


LIB3431-023-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


g226263 


BLAST score 


177 


E value 


3.0e-13 


Match length 


78 


% identity 


53 


NCBI Description 


chlorophyll a/b binding protein [Glycine max] 


Seq. No. 


399312 


Seq. ID 


LIB3431-023-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


g871931 


BLAST score 


356 


E value 


7.0e-34 


Match length 


72 


% identity 


99 


NCBI Description 


(D30763) ferredoxin [Oryza sativa] 


Seq. No. 


399313 


Seq. ID 


LIB3431-023-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g4850400 


BLAST score 


145 


E value 


2.0e-19 


Match length 


93 


% identity 


68 


NCBI Description 


(AC007357) Similar to gb_M8 6917 oxysterol-binding ] 




from Homo sapiens. [Arabidopsis thaliana] 


Seq. No. 


399314 


Seq. ID 


LIB3431-023-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g5123939 


BLAST score 


242 


E value 


5.0e-33 


Match length 


102 


% identity 


73 


NCBI Description 


(AL079349) putative protein [Arabidopsis thaliana] 


Seq. No. 


399315 


Seq. ID 


LIB3431-023-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g82080 


BLAST score 


494 


E value 


7.0e-50 


Match length 


136 


% identity 


69 


NCBI Description 


chlorophyll a/b-binding protein type III precursor 



51051 



>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 



WW 



■m 



S3 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399316 

LIB3431-023-P1-K1-H9 

BLASTX 

g3914425 

600 

2.0e-62 

143 

77 

PROTEASOME EPSILON CHAIN PRECURSOR (MACROPAIN EPSILON 
CHAIN) (MULT I CATALYTIC ENDOPEPTIDASE COMPLEX EPSILON CHAIN) 
>gi_2511596_emb_CAA74029.1_ (Y13695) multicatalytic 
endopeptidase complex, proteasome precursor, beta subunit 
[Arabidopsis thaliana] >gi_3421117 (AF043536) 20S 
proteasome beta subunit PBE1 [Arabidopsis thaliana] 
>gi_4850389_gb_AAD31059.1_AC007357_8 (AC007357) Identical 
to gb_Y13695 multicatalytic endopeptidase complex, 
proteasome precursor, beta subunit (prce) from Arabidopsis 
thaliana. ESTs gb_Y09360, gb_F13852, gb_T20555, gb_T44620, 
gb_AI099779 and gb_AA5861 

399317 

LIB3431-023-P1-N1-A11 

BLASTX 

gl657621 

146 

4.0e-09 

36 

81 

(U72505) G6p [Arabidopsis thaliana] >gi_3068711 (AF049236) 
putative acyl-coA dehydrogenase [Arabidopsis thaliana] 
>gi_5478795_dbj_BAA82478.1_ (AB017643) Short-chain acyl CoA 
oxidase [Arabidopsis thaliana] 



Seq. No. 


399318 


Seq. ID 


LIB3431-023-P1-N1-A3 


Method 


BLASTN 


NCBI GI 


g5803242 


BLAST score 


228 


E value 


1.0e-125 


Match length 


365 


% identity 


99 


NCBI Description 


Oryza sativa genomic DNA, chromosome 6, clone : P0535G04 


Seq. No. 


399319 


Seq. ID 


LIB3431-023-P1-N1-A4 


Method 


BLASTX 


NCBI GI 


g5734618 


BLAST score 


154 


E value 


4.0e-10 


Match length 


93 


% identity 


38 


NCBI Description 


(AP000391) Similar to Arabidopsis thaliana chromosome 




BAC F5H14 genomic sequence; unknown protein (AC006234) 




[Oryza sativa] 



51052 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399320 

LIB3431-023-P1-N1-A6 

BLASTN 

g304219 

36 

5.0e-ll 

68 

88 

Hordeum vulgare chloroplast photosystem I PSK-I subunit 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399321 

LIB3431-023-P1-N1- 

BLASTX 

g347451 

207 

3.0e-16 

39 

100 

(L22155) 
sativa] 



B2 



ribulose 1, 5-bisphosphate carboxylase [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399322 

LIB3431-023-P1-N1-B5 

BLASTN 

g3885887 

164. 

4.0e-87 

272 

90 

Oryza sativa high mobility group protein (HMG) 
complete cds 



mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399323 

LIB3431-023-P1-N1-C11 

BLASTX 

gl076724 

263 

7.0e-23 

56 

88 

LHCI-680, photosystem I 
>gi 666054 emb CAA5904 9 



antenna protein - barley 
(X84308) LHCI-680, photosystem 



antenna protein [Hordeum vulgare] 
399324 

LIB3431-023-P1-N1-C12 

BLASTX 

g671740 

546 

7.0e-56 

99 

100 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



51053 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399325 

LIB3431-023-P1-N1-C2 

BLASTX 

g231610 

215 

3.0e-17 
65 

74 

ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 

>gi_67880_pir PWNTG H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, chloroplast - common 
tobacco >gi_19785_emb_CAA45152_ (X63606) ATP synthase 
(gamma subunit) [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399326 

LIB3431-023-P1-N1-C3 

BLASTN 

g606816 

301 

1.0e-169 

321 

98 

Oryza sativa chloroplast carbonic anhydrase mRNA, complete 
cds 



Seq. No. 
L» Seq. ID 

Method 
» NCBI GI 

M= BLAST score 
Q E value 
y. Match length 
^ % identity 

NCBI Description 



399327 

LIB3431-023-P1-N1-C4 

BLASTN 

g2072554 

403 

0. 0e+00 

403 

100 

Oryza sativa metallothionein-like protein mRNA, 
cds 



complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399328 

LIB3431-023-P1-N1-C5 

BLASTX 

g3183079 

629 

1.0e-65 

147 
82 

MALATE DEHYDROGENASE, GLYOXYSOMAL PRECURSOR 
>gi_1375075_dbj_BAA12870.1_ (D85763) glyoxysomal malate 
dehydrogenase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399329 

LIB3431-023-P1-N1-C9 

BLASTX 

g731707 

204 

2.0e-22 

116 

47 

SET1 PROTEIN >gi_626647_pir 



_S48961 hypothetical protein 



51054 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



YHR119w - yeast (Saccharomyces cerevisiae) >gi_529135 
(U00059) Setlp [Saccharomyces cerevisiae] 

399330 

LIB3431-023-P1-N1-D11 

BLASTN 

g2072554 

405 

0.0e+00 

405 

100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



399331 

LIB3431-023-P1-N1-D12 

BLASTX 

g671740 

388 

3.0e-37 

115 

53 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 

399332 

LIB3431-023-P1-N1-D2 

BLASTX 

g5816996 

333 

6.0e-31 

86 

79 

(AL110123) ribosomal protein L32-Iike protein [Arabidopsis 
thaliana] 

399333 

LIB3431-023-P1-N1-D3 

BLASTX 

gl32105 

402 

4.0e-39 

73 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

399334 

LIB3431-023-P1-N1-D5 
BLASTX 



51055 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3885519 
164 

2.0e-ll 

35 
94 

(AF084204) similar to ribosomal protein L32 [Medicago 
sativa] 



Seq. No. 


399335 


Seq. ID 


LIB3431-023-P1-N1-D9 


Method 


BLASTX 


NCBI GI 


gl070408 


BLAST score 


148 


E value 


2.0e-09 


Match length 


27 


% identity 


100 


NCBI Description 


ferredoxin [2Fe-2S] I - rice 


Seq. No. 


399336 


Seq. ID 


LIB3431-023-P1-N1-E1 


Method 


BLASTX 


NCBI GI 


g3929924 


BLAST score 


292 


E value 


3.0e-26 




56 


% identity 


98 


NCBI Description 


(AB020502) catalase [Oryza sativa] 


Seq. No. 


399337 


Seq. ID 


LIB3431-023-P1-N1-E11 


Method 


BLASTX 


NCBI GI 


g3789954 


BLAST score 


384 


E value 


5.0e-37 


Match length 


71 


% identity 


100 


NCBI Description 


(AF094776) chlorophyll a/b-binding 




sativa] 


Seq. No. 


399338 


Seq. ID 


LIB3431-023-P1-N1-E3 


Method 


BLASTX 


NCBI GI 


gl00849 


BLAST score 


367 


E value 


4.0e-35 


Match length 


85 



% identity 

NCBI Description 



86 

acetolactate synthase (EC 4.1.3.18) (clone pSOG108) - maize 
>gi_22139_emb_CAA45116_ (X63553) acetohydroxyacid synthase 
[Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



399339 

LIB3431-023-P1-N1-E5 

BLASTX 

gl31225 

311 

2.0e-28 



51056 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



89 
69 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgar e] 

399340 

LIB3431-023-P1-N1-F10 

BLASTX 

g4033838 

251 

2.0e-21 

60 

80 

(Y18550) sigma-like factor [Arabidopsis thaliana] 
>gi_4972299_dbj_BAA78109.1_ (AB021120) RNA polymerase sigma 
subunit SigE [Arabidopsis thaliana] 

399341 

LIB3431-023-P1-N1-F11 

BLASTX 

g6103011 

352 

2.0e-33 

75 

47 

(X84225) precursor of photosystem II subunit (22KDa) 
[Nicotiana tabacum] 

399342 

LIB3431-023-P1-N1-F12 

BLASTX 

g289920 

300 

3.0e-27 

57 

100 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

399343 

LIB3431-023-P1-N1-F4 

BLASTX 

gll8170 

307 

6.0e-28 

59 

100 

CYSTEINE PROTEINASE INHIBITOR- I (ORYZACYSTATIN-I ) 

>gi_82491_pir A28464 oryzacystatin - rice >gi_169784 

(J03469) oryzacystatin [Oryza sativa] >gi_169807 (M29259) 
oryzastatin [Oryza sativa] >gi_259137_bbs_120195 (S49967) 
oryzacystatin=cysteine protease inhibitor [Oryza=rice, 
Peptide, 102 aa] [Oryza] >gi_1280613 (U54702) oryzacystatin 
[Oryza sativa] 



51057 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399344 

LIB3431-023-P1-N1-F5 

BLASTX 

gll5794 

467 

9.0e-47 

94 

91 

CHLOROPHYLL A-B BINDING PROTEIN 13 PRECURSOR (LHCII TYPE 

III CAB-13) >gi_72748jpir CDT033 chlorophyll a/b-binding 

protein type III precursor (cab-13) - tomato 
>gi_19277_emb_CAA42818_ (X60275) LHCII type III 
[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399345 

LIB3431-023-P1-N1-F6 

BLASTX 

g547712 

219 

1.0e-17 

43 

100 

EUKARYOTIC INITIATION FACTOR 4A (EIF-4A) 

>gi_542153_pir S38358 translation initiation factor eIF-4A 

- rice >gi_303844_dbj_BAA02152_ (D12627) eukaryotic 
initiation factor 4A [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399346 

LIB3431-023-P1-N1-F7 

BLASTX 

g347451 

169 

8.0e-12 

32 
100 

(L22155) 
sativa] 



ribulose 1, 5-bisphosphate carboxylase [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399347 

LIB3431-023-P1-N1-F9 

BLASTX 

gl34034 

238 

6.0e-20 

66 

68 

30S RIBOSOMAL PROTEIN S30, CHLOROPLAST PRECURSOR (CS-S5) 
(CS5) (S22) (RIBOSOMAL PROTEIN 1) (PSRP-1) 

>gi_279640_pir R3SPS5 ribosomal protein CS-S22 precursor, 

chloroplast - spinach >gi_12316_emb_CAA41960_ (X59270) 
chloroplast ribosomal protein S22 [Spinacia oleracea] 
>gi_18031_emb_CAA33403_ (X15344) spinach S22 r-protein 
[Spinacia oleracea] 



Seq. No. 
Seq. ID 
Method 



399348 

LIB3431-023-P1-N1-G10 
BLASTX 



51058 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g421916 
199 

2.0e-15 

37 

100 

chlorophyll a/b-binding protein - English ivy (fragment) 
>gi_12582_emb_CAA48410_ (X68333) light harvesting 
chlorophyll a /b binding protein [Hedera helix] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399349 

LIB3431-023-P1-N1-G2 

BLASTX 

g2072555 

237 

9.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399350 

LIB3431-023-P1-N1-G5 

BLASTX 

g2130069 

192 

2.0e-14 

39 
95 

catalase (EC 1.11.1.6) 



catA 



rice 



>gi_1261858_dbj_BAA06232_ (D29966) catalase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value ■ 

Match length 

% identity 

NCBI Description 



399351 

LIB3431-023-P1-N1-G7 

BLASTX 

g4972093 

236 

1.0e-19 

59 
76 

(AL078468) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399352 

LIB3431-023-P1-N1-G8 

BLASTX 

g3789954 

329 

1.0e-30 
62 
98 

(AF094776) 
sativa] 



chlorophyll a/b-binding protein precursor [Oryza 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



399353 

LIB3431-023-P1-N1-G9 

BLASTX 

gl32105 



51059 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq.^.o. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



507 

2.0e-51 

93 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094__pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

399354 

LIB3431-023-P1-N1-H10 

BLASTN 

g455510 

100 

8.0e-49 

104 

99 

Rice mRNA for ferritin, partial sequence 
399355 

LIB34 31-023-P1-N1-H11 

BLASTN 

g2072554 

226 

1.0e-124 

338 

92 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 


399356 


Seq. ID 


LIB3431-023-P1-N1-H12 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


284 


E value 


2.0e-25 


Match length 


71 


% identity 


80 


NCBI Description 


(U86018) photosystem II 10 


Seq. No. 


399357 


Seq. ID 


LIB3431-023-P1-N1-H4 


Method . 


BLASTX 


NCBI GI 


g871931 


BLAST score 


204 


E value 


7.0e-16 


Match length 


38 


% identity 


100 


NCBI Description 


(D30763) ferredoxin [Oryza 


Seq. No. 


399358 


Seq. ID 


LIB3431-023-P1-N1-H8 



51060 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll5813 

220 

8.0e-18 

53 
81 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB-8) >gi__19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

399359 

LIB3431-023-P1-N1-H9 

BLASTX 

g3914430 

241 

3.0e-20 

75 

60 

PROTEASOME EPSILON CHAIN PRECURSOR (MACRO PAIN EPSILON 
CHAIN) (MULT I CATALYTIC ENDOPEPTIDASE COMPLEX EPSILON CHAIN) 
>gi_2285800_dbj_BAA21650_ (D78172) 26S proteasome beta 
subunit [Spinacia oleracea] 



Seq. No. 


399360 


Seq. ID 


LIB3431-024-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


g5902390 


BLAST score 


218 


E value 


1.0e-17 


Match length 


109 


% identity 


50 


NCBI Description 


(AC008148) Unknown protein [Arabidopsis thaliana] 


Seq. No. 


399361 


Seq. ID 


' LIB3431-024-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


gl35535 


BLAST score 


377 


E value 


2.0e-36 


Match length 


93 


% identity 


81 


NCBI Description 


T-COMPLEX PROTEIN ■ 1, ALPHA SUBUNIT (TCP-1-ALPHA) 


(CCT-ALPHA) >gi 322602 pir JN0448 t-complex polypeptide 




Tcp-1 - Arabidopsis thaliana >gi_217871_dbj_BAA01955_ 




(D11351) t-complex polypeptide 1 homologue [Arabidopsis 




thaliana] >gi_2326265_dbj_BAA21772_ (D11352) CCT 




alpha/TCP-1 [Arabidopsis thaliana] 


Seq. No. 


399362 


Seq. ID 


LIB3431-024-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


g3885894 


BLAST score 


565 


E value 


4.0e-58 


Match length 


139 


% identity 


81 


NCBI Description 


(AF093635) photosystem-1 H subunit GOS5 [Oryza sativa] 



51061 



O 



Seq. No. 


399363 


Seq. ID 


LIB3431-024-P1-K1-A4 


Method 


BLASTN 


NCBI GI 


g487319 


BLAST score 


47 


E value 


3.0e-17 


Match length 


47 


% identity 


100 


NCBI Description 


Rice mRNA EN66, partial 


Seq. No. 


399364 


Seq. ID 


LIB34 31-024 -P1-K1-A7 


Method 


BLASTX 


NCBI GI 


g5902390 


BLAST score 


174 


E value 


2.0e-12 


Match length 


119 


% identity 


40 


NCBI Description 


(AC008148) Unknown prote 


Seq. No. 


399365 


Seq. ID 


LIB3431-024-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


g2407281 


BLAST score 


673 


E value 


6.0e-71 


Match length 


125 


% identity 


99 


NCBI Description 


(AF017363) ribulose 1,5-] 




subunit [Oryza sativa] 


Seq. No. 


399366 


Seq. ID 


LIB3431-024-P1-K1-B1 


.Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


530 


E value 


4.5"e-54 


Match length 


96 


% identity 


100 



NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375j?rf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



399367 

LIB3431-024-P1-K1-B10 

BLASTX 

g729478 

343 

3.0e-32 
119 



51062 



% identity 

NCBI Description 



55 

FERREDOXIN — NADP REDUCTASE, LEAF ISOZYME PRECURSOR (FNR) 
>gi_442481_dbj_BAA04 616_ (D17790) f erredoxin-NADP+ 
reductase [Oryza sativa] >gi_6069649_dbj_BAA85425 . 1_ 
(AP000616) ESTs AU078647 (E1557) , C72400 (E1557) correspond t 
a region of the predicted gene.; similar to 
ferredoxin-NADP+ reductase (D17790) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399368 

LIB3431-024-P1-K1-B11 

BLASTX 

gl707998 

227 

1.0e-18 

83 
59 

SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 

(SHMT) >gi_481944jpir S40218 glycine 

hydroxymethyltransf erase (EC 2.1.2.1) - potato 
>gi_438247_emb_CAA81082_ (Z258 63) glycine 
hydroxymethyltransf erase [Solanum tuberosum] 

399369 

LIB3431-024-P1-K1-B12 

BLASTX 

gl67097 

279 

3.0e-37 

95 

83 

(M55449) ribulose 1, 5-bisphosphate carboxylase activase 
[Hordeum vulgare] 

399370 

LIB3431-024-P1-K1-B2 

BLASTN 

g20262 

139 

2.0e-72 

159 

97 

0. sativa light-induced mRNA 
399371 

LIB3431-024-P1-K1-B4 

BLASTX 

g3789954 

623 

4.0e-65 

115 

100 

(AF094776) chlorophyll a/b-binding protein precursor [Oryz 
sativa] 



Seq. No. 
Seq. ID 



399372 

LIB3431-024-P1-K1-B5 



51063 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value . 

Match length 

% identity 

NCBI Description 



BLASTX 

gl31225 

350 

3.0e-33 

76 

89 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605__pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 

399373 

LIB3431-024-P1-K1-B6 

BLASTX 

g2072555 

237 

6.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



fed 
Q 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399374 

LIB3431-024-P1-K1-B7 

BLASTX 

gl835731 

479 

4.0e-48 

102 

89 

(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399375 

LIB3431-024-P1-K1-B9 

BLASTX 

gl835731 

531 

2.0e-54 

101 

100 

(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399376 

LIB3431-024-P1-K1-C1 

BLASTX 

g4512616 

497 

3.0e-50 

120 

79 

(AC004793) Contains similarity to gi_1653332 extragenic 
suppressor (SuhB) from Synechocystis sp. gb_D90912 and is a 
member of the Inositol monophophatase family PF_004 59. EST 
gb_AA597395 comes from this gene. [Arabidopsis tha 



Seq. No. 



399377 



51064 



Seq. ID 


LIB3431-024 


Method 


BLASTX 


NCBI bl 


g*c 4 u / z / y 


BLAST score 


315 


E value 


7.0e-29 


Match length 


63 


% identity 


97 


NCBI Description 


(AF017362) ; 


Seq. No. 


399378 


Seq. ID 


LIB3431-024 


Method 


BLASTX 


NCBI GI 


g320618 


BLAST score 


458 


E value 


9.0e-46 


Match length 


106 


% identity 


83 


NCBI Description 


chlorophyll 



aldolase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

399379 

LIB3431-024-P1-K1-C12 

BLASTX 

gl835731 

322 

9.0e-30 

72 

85 

(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 
399380 

LIB3431-024-P1-K1-C2 

BLASTX 

g4938486 

327 

1.0e-30 

78 

78 

(AL078464) putative protein [Arabidopsis thaliana] 
399381 

LIB3431-024-P1-K1-C3 

BLASTX 

g482445 

604 

6.0e-63 

121 

95 

chlorophyll a/b-binding protein precursor - swollen 
duckweed >gi_168296 (M29334) light-harvesting chlorophyll 
a/b protein precursor [Lemna gibba] 

399382 

LIB3431-024-P1-K1-C6 



51065 



m 



Method 


BLASTX 


NCBI GI 


g4884866 


BLAST score 


275 


E value 


2.0e-24 


Match length 


96 


% identity 


57 


NCBI Description 


(AF133531) water channel 




crystallinum] 


Seq. No. 


399383 


Seq. ID 


LIB3431-024-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


gJ4U^ / lo 


BLAST score 


248 


E value 


5.0e-21 


Match length 


64 


% identity 


72 


NCBI Description 


(AC004261) hypothetical ] 


Seq. No. 


399384 


Seq. ID 


LIB3431-024-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 


E value 


ft A Oft 

9.0e-20 


Match length 


44 


% identity 


100 


NCBI Description 


(AF001396) metallothione 




>gi_6103441_gb_AAF03603. 




protein [Oryza sativa] 


Seq. No. 


399385 


Seq. ID 


LIB3431-024-P1-K1-C9 


Method 


BLASTN 


NCBI GI 


g20181 


BLAST score 


58 


E value 


5.0e-24 


Match length 


62 


% identity 


98 



[Mesembryanthemum 



(AF147786) metallothionein-like 



NCBI Description 



Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399386 

LIB3431-024-P1-K1-D1 

BLASTX 

g3913641 

483 

6.0e-4 9 

95 

98 

FRUCTOSE-1, 6-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 
(D-FRUCTOSE-1, 6-BISPHOSPHATE 1-PHOSPHOHYDROLASE) (FBPASE) 
>gi_3041777_dbj_BAA25423_ (AB007194) 
fructose-1, 6-bisphosphatase [Oryza sativa] 



Seq. No. 
Seq. ID 



399387 

LIB3431-024-P1-K1-D10 



51066 



m 



3 e 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4689380 

620 

9.0e-65 

125 

88 

(AF139465) LHCII type III chlorophyll a/b binding protein 
[Vigna radiata] 

399388 

LIB3431-024-P1-K1-D12 

BLASTX 

g320618 

4 63 

2.0e-46 

106 

83 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

399389 

LIB3431-024-P1-K1-D2 

BLASTN 

g2306980 

150 

7.0e-79 

174 

97 

Oryza sativa photosystem I antenna protein (Lhca) mRNA, 
complete cds 



Seq. No. 


399390 


Seq. ID 


LIB3431-024-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


g871931 


BLAST score 


361 


E value 


1.0e-36 


Match length 


85 


% identity 


100 


NCBI Description 


(D30763) ferredoxin [Oryza sativa 


Seq. No. 


399391 


Seq. ID 


LIB3431-024-P1-K1-D4 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


35 


E value 


4.0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 mRNA, complete < 


Seq. No. 


399392 


Seq. ID 


LIB3431-024-P1-K1-D6 


Method 


BLASTX 



51067 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



£j Seq. No. 
jjj Seq. ID 
™ Method 
^ 5 NCBI GI 
£S BLAST score 

E value 
Q Match length 
% identity 
NCBI Description 



ffl 



H' Seq. No. 

O Se( 3' 10 
tx Method 

P NCBI GI 

~f BLAST score 

p E value 

Q Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2342719 
324 

6.0e-30 

139 

50 

(AC002341) SF16 protein isolog [Arabidopsis thaliana] 
399393 

LIB3431-024-P1-K1-D9 

BLASTX 

g4585882 

399 

7.0e-39 

127 

62 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

399394 

LIB3431-024-P1-K1-E1 

BLASTX 

g2407281 

547 

3.0e-56 

108 

96 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

399395 

LIB3431-024-P1-K1-E10 

BLASTX 

gl33936 

685 

3.0e-72 

132 

100 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S3 >gi_70867_pir R3RZ3 

ribosomal protein S3 - rice chloroplast 
>gi_12025_emb_CAA33934_ (X15901) ribosomal protein S3 

[Oryza sativa] >gi_22664 6_prf 1603356BW ribosomal protein 

S3 [Oryza sativa] 

399396 

LIB3431-024-P1-K1-E12 

BLASTX 

g2130069 

749 

8.0e-80 

135 

99 

catalase (EC 1.11.1.6) catA - rice 

>gi_1261858_dbj_BAA06232_ (D29966) catalase [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 



399397 

LIB3431-024-P1-K1-E2 
BLASTX 



51068 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2827516 
264 

5.0e-23 

89 

55 

(AL021633) 
thaliana] 



DNA topoisomerase like-protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399398 

LIB3431-024-P1-K1-E3 

BLASTN 

g20181 

109 

4,0e-54 

113 

99 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 



m 



o 
o 



Seq. No. 


399399 


Seq. ID 


LIB3431-024-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


412 


E value 


2.0e-40 


Match length 


81 


% identity 


99 


NCBI Description 


(U86018) photosystem II : 


Seq. No. 


399400 


Seq. ID 


LIB3431-024-P1-K1-E7 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


35 


E value 


6.0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 mRNA, < 


Seq. No. 


399401 


Seq. ID 


LIB3431-024-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


g320617 


BLAST score 


471 


E value 


2.0e-48 


Match length 


122 


% identity 


80 


NCBI Description 


chlorophyll a/b-binding ] 




>gi_227612_prf 170731 6B 




[Oryza sativa] 


Seq. No. 


399402 


Seq. ID 


LIB3431-024-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 


E value 


9.0e-20 



10 kDa polypeptide [Oryza sativa] 



51069 



Match length 

% identity 

NCBI Description 



44 
100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi__6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 


399403 


Seq. ID 


LIB3431-024-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


606 


E value 


4.0e-63 


Match length 


114 


% identity 


33 


NCBI Description 


(AF061577) chlorophyll a/b binding prote. 


Seq. No. 


399404 


Seq. ID 


LIB3431-024-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


g5360230 


BLAST score 


500 


E value 


5.0e-51 


Match length 


88 


% identity 


99 


NCBI Description 


(AB015287) Ran [Oryza sativa] 


Seq. No. 


399405 


Seq. ID 


LIB3431-024-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


g462195 


BLAST score 


309 


E value 


3.0e-28 


Match length 


74 


% identity 


81 


NCBI Description 


PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG 



>gi_100682j?ir S21636 GOS2 protein - rice 

>gi_20238_emb_CAA3619t)_ (X51910) GOS2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



399406 

LIB3431-024-P1-K1-F4 

BLASTX 

g4582436 

388 

1.0e-37 

94 

77 

(AC007196) unknown protein [Arabidopsis thaliana] 
399407 

LIB3431-024-P1-K1-F5 

BLASTN 

g6015437 

36 

1.0e-10 
36 



51070 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



100 

Homo sapiens PEX1 mRNA, complete cds 
399408 

LIB3431-024-P1-K1-F7 

BLASTX 

g4929312 

233 

8.0e-29 

123 

59 

(AF145045) TATC [Arabidopsis thaliana] 
399409 

LIB3431-024-P1-K1-F8 

BLASTX 

g2564253 

361 

2.0e-34 

83 

81 

(Z99996) diadenosine 5 1 , 5 1 1 1 - PI, P4-tetraphosphate hydrolase 
[Hordeum vulgare] 

399410 

LIB3431-024-P1-K1-F9 

BLASTX 

g2245062 

418 

5.0e-41 

104 

77 

(Z97342) hypothetical protein [Arabidopsis thaliana] 
399411 

LIB3431-024-P1-K1-G1 

BLASTX 

g2190543 

145 

3.0e-09 

98 

39 

(AC001229) EST gb_N37484 comes from this gene. [Arabidopsis 
thaliana] 

399412 

LIB3431-024-P1-K1-G10 

BLASTX 

g4883530 

235 

1.0e-19 

110 

48 

(AF123266) remorin 2 [Lycopersicon esculentum] 
399413 

LIB3431-024-P1-K1-G12 



51071 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g5902158 

246 

6.0e-21 

75 

56 

zinc finger protein 183 (RING finger, C3HC4 type) 
>gi_3123165_sp_015541_Z183_HUMAN ZINC FINGER PROTEIN 183 
>gi_2274982_emb_CAA66907_ (X98253) ZNF183 [Homo sapiens] 
>gi_2341022 (AC002477) zinc-finger protein [Homo sapiens] 

399414 

LIB3431-024-P1-K1-G2 

BLASTX 

g2072555 

237 

6.0e-20 
44 

100 : • 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603^1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

399415 

LIB3431-024-P1-K1-G4 - 

BLASTX 

gll5787 

380 

1.0e-36 

92 

85 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 

399416 

LIB3431-024-P1-K1-G6 

BLASTX 

gl657859 

155 

2.0e-10 

60 

55 

(U73218) chlorophyll a/b-binding protein WCAB precursor 
[Triticum aestivum] 

399417 

LIB3431-024-P1-K1-G7 

BLASTX 

g3386621 

554 

6.0e-57 

147 

71 

(AC004665) unknown protein [Arabidopsis thaliana] 



51072 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399418 

LIB3431-024-P1-K1-G8 

BLASTX 

g4538947 

166 

1.0e-ll 

61 

54 

(AL049483) putative mitochondrial carrier protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



399419 

LIB3431-024-P1-K1-G9 

BLASTX 

gl32105 

289 

4.0e-26 

76 

78 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

399420 

LIB3431-024-P1-K1-H1 

BLASTX 

g3885886 

327 

8.0e-31 

65 

100 

(AF093631) Rieske Fe-S precursor protein [Oryza sativa] 
399421 

LIB3431-024-P1-K1-H11 

BLASTX 

gl931644 

250 

3.0e-21 

105 

44 

(U95973) membrane protein PTM1 precursor isolog 
[Arabidopsis thaliana] 

399422 

LIB3431-024-P1-K1-H12 

BLASTX 

g2072555 

237 

8.0e-20 



51073 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44 
100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

399423 

LIB3431-024-P1-K1-H2 

BLASTX 

g2072555 

237 

6.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 


399424 


Seq. ID 


LIB3431-024-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


189 


E value 


3.0e-14 


Match length 


49 


% identity 


76 


NCBI Description 


(U86018) photosystem II 10 kDa polypeptide 


Seq. No. 


399425 


Seq. ID 


LIB3431-024-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


gl498315 


BLAST score 


250 


E value 


7.0e-25 


Match length 


121 


% identity 


50 


NCBI Description 


(U5641.9) IAP100 [Pisum sativum] . 


Seq. No. 


399426 


Seq. ID 


LIB3431-024-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


gl617197 


BLAST score 


290 


E value 


6.0e-26 


Match length 


76 


% identity 


74 


NCBI Description 


(Z72488) CP12 [Nicotiana tabacum] 


Seq. No. 


399427 


Seq. ID 


LIB3431-024-P1-K1-H6 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


34 


E value 


9.0e-10 


Match length 


34 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 



51074 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399428 

LIB3431-024-P1-K1-H8 

BLASTX 

g3288821 

490 

2.0e-49 

129 

75 

(AF063901) alanine :glyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 
>gi_4733989_gb_AAD28669.1_AC007209_5 (AC007209) 
alanine-glyoxylate aminotransferase [Arabidopsis thaliana] 



m 
m 

CPS 

u 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399429 

LIB3431-024-P1-N1-A2 

BLASTX 

g3345477 

212 

7.0e-17 

40 

97 

(AB016283) carbonic anhydrase [Oryza sativa] 
399430 

LIB3431-024-P1-N1-A3 

BLASTN 

g3885893 

99 

3.0e-48 

131 

94 

Oryza sativa photosystem-1 H subunit GOS5 (PSI-H) mRNA, 
complete cds 

399431 

LIB3431-024-P1-N1-A9 

BLASTX 

gl32105 

288 

4.0e-26 
57 
95 

RIBULOSE 
(RUBISCO 



PRECURSOR 



BISPHOSPHATE CARBOXYLASE SMALL CHAIN C 

SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375 jprf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



399432 

LIB3431-024-P1-N1-B10 

BLASTX 

g729478 



51075 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



370 

2.0e-35 

73 

92 

FERREDOXIN — NADP REDUCTASE, LEAF ISOZYME PRECURSOR (FNR) 
>gi_442481_dbj_BAA04616_ (D17790) f erredoxin-NADP+ 
reductase [Oryza sativa] >gi_606964 9_dbj_BAA85425 . 1_ 
(AP000616) ESTs AU078647 (E1557) ,C72400 (E1557) correspond t 
a region of the predicted gene . ; similar to 
ferredoxin-NADP+ reductase (D177 90) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399433 

LIB3431-024-P1-N1-B12 

BLASTX 

gl32166 

156 

2.0e-10 

31 

84 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) 

>gi_81660_pir S04048 ribulose-bisphosphate carboxylase 

activase precursor - Arabidopsis thaliana 
>gi_16471_emb_CAA32429_ (X14212) rubisco activase (AA 1 
473) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399434 

LIB3431-024-P1-N1-B2 

BLASTX 

g417260 

268 

2.0e-23 

69 

72 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA4 8706_ (X68807) 
light-regulated gene [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399435 

LIB3431-024-P1-N1-B4 

BLASTX 

g3789954 

335 

3.0e-31 

62 
100 

(AF094776) 
sativa] 



chlorophyll a/b-binding protein precursor [Oryz 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



399436 

LIB3431-024-P1-N1-B5 

BLASTX 

gl31225 

196 

5.0e-15 

51 

73 



51076 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 

399437 

LIB34 31-024-P1-N1-B6 

BLASTX 

g2072555 

196 

5.0e-15 

37 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

399438 

LIB3431-024-P1-N1-B8 

BLASTX 

gl31225 

216 

2.0e-17 

56 

73 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 

399439 

LIB3431-024-P1-N1-B9 

BLASTX 

gl835731 

590 

4.0e-61 

126 

91 

(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 
399440 

LIB3431-024-P1-N1-C1 

BLASTX 

g4512616 

334 

3.0e-31 

80 

81 

(AC004793) Contains similarity to gi_1653332 extragenic 
suppressor (SuhB) from Synechocystis sp. gb_D90912 and is a 
member of the Inositol monophophatase family PF_00459. EST 
gb_AA597395 comes from this gene. [Arabidopsis tha 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



399441 

LIB3431-024-P1-N1-C10 

BLASTX 

g2407279 



51077 



□ 

m 



n 



BLAST score 


216 


E value 


2.0e-17 


Match length 


44 


% identity 


100 


NCBI Description 


(AF017362) aldolase [Oryza : 


Seq. No. 


399442 


Seq. ID 


LIB3431-024-P1-N1-C11 


Method • 


BLASTX 


NCBI GI 


g3036946 


BLAST score 


319 


E value 


2.0e-29 


Match length 


61 


% identity 


100 


NCBI Description 


(AB012637) light harvesting 




[Nicotiana sylvestris] 


Seq. No. 


399443 


Seq. ID 


LIB3431-024-P1-N1-C12 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


188 


E value 


3.0e-14 


Match length 


48 


% identity 


77 


NCBI Description 


(U86018) photosystem II 10 : 


Seq. No. 


399444 


Seq. ID 


LIB3431-024-P1-N1-C3 


Method 


BLASTX 


NCBI GI 


g3036942 


BLAST score 


243 


E value 


1.0e-20 


Match length 


45 


% identity 


100 


NCBI Description 


(AB012636) light harvesting 




[Nicotiana sylvestris] 


Seq. No. 


399445 


Seq. ID 


LIB3431-024-P1-N1-C8 


Method 


BLASTN 


NCBI GI 


g2072554 


BLAST score 


246 


E value 


1.0e-136 


Match length 


282 


% identity 


97 


NCBI Description 


Oryza sativa metallothionei] 




cds 


Seq. No. 


399446 


Seq. ID 


LIB3431-024-P1-N1-D1 


Method 


BLASTX 


NCBI GI 


g3913641 


BLAST score 


211 


E value 


4.0e-17 


Match length 


41 


% identity 


100 



kDa polypeptide [Oryza sativa] 



complete 



51078 



NCBI Description 



FRUCTOSE- 1, 6-BIS PHOSPHATASE, CHLOROPLAST PRECURSOR 
(D-FRUCTOSE-1, 6-BISPHOSPHATE 1-PHOSPHOHYDROLASE) { FBPASE) 
>gi_3041777_dbj_BAA25423_ (AB007194) 
fructose-1, 6-bisphosphatase [Oryza sativa] 



p 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



399447 

LIB3431-024-P1-N1-D10 

BLASTX 

g479406 

396 

2.0e-38 

78 

95 

chlorophyll a/b-binding protein - garden pea 
>gi_20671_emb_CAA4 914 9_ (X69215) chlorophyll a/b-binding 
protein [Pisum sativum] 

399448 

LIB3431-024-P1-N1-D11 

BLASTX 

g3510256 

194 

7.0e-15 

48 

67 

(AC005310) unknown protein [Arabidopsis thaliana] 
399449 

LIB3431-024-P1-N1-D12 

BLASTX 

g!15787 

432 

1.0e-42 

82 

100 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP1 >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 

399450 

LIB3431-024-P1-N1-D2 

BLASTX 

g551047 

268 

2.0e-23 
52 
96 

(X79277) type II LHCI 
399451 

LIB3431-024-P1-N1-D3 
BLAST N 
g2305114 
291 

1.0e-163 



[Lolium temulentum] 



51079 



Match length 


334 


% identity 


97 


NCBI Description 


Oryza sativa ferredoxin inRNA, complete cds 


Seq. No. 


399452 


Seq. ID 


LIB3431-024-P1-N1-D4 


Method 


BLASTN 


NCBI GI 


g60154 31 


BLAST score 


35 


E value 


4.0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


399453 


Seq. ID 


LIB3431-024-P1-N1-D9 


Method 


BLASTX 


NCBI GI 


gll5813 


BLAST score 


233 


E value 


z . ue— i y 


Match length 


53 


% identity 


85 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR 




CAB-8) >gi_19182_emb_CAA33330_ (X15258) Type 




chlorophyll a/b-binding protein [Lycopersio 


Seq. No. 


399454 


Seq. ID 


LIB3431-024-P1-N1-E1 


Method 


BLASTX 


NCBI GI 


g347451 


BLAST score 


224 


E value 


3.0e-18 


Match length 


46 


% identity 


91 


NCBI Description 


(L22155) ribulose 1, 5-bisphosphate carboxyla; 




sativa] 


Seq. No. 


399455 


Seq. ID 


LIB3431-024-P1-N1-E12 


Method 


BLASTX 


NCBI GI 


g2130069 


BLAST score 


194 


E value 


9.0e-15 


Match length 


39 


% identity 


95 


NCBI Description 


catalase (EC 1.11.1.6) catA - rice 




>gi 1261858 dbj BAA06232 (D29966) catalase 


Seq. No. 


399456 


Seq. ID 


LIB3431-024-P1-N1-E3 


Method 


BLASTN 


NCBI GI 


g20181 


BLAST score 


106 


E value 


2.0e-52 


Match length 


113 


% identity " 


98 



NCBI Description Rice cab2R gene for light harvesting chlorophyll 



51080 



a/b-binding protein 



01 



Seq. No. 


399457 


Seq. ID 


LIB3431-024-P1-N1-E4 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


297 


E value 


7.0e-27 


Match length 


67 


% identity 


85 


NCBI Description 


(U86018) photosystem II 10 kDa polypeptide 


Seq. No. 


399458 


Seq. ID 


LIB34 31-024 -P1-N1-E8 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


240 


E value 


3.0e-20 


Match length 


65 


% identity 


74 


NCBI Description 


(AF061577) chlorophyll a/b binding protein 


Seq. No. 


399459 


Seq. ID 


LIB3431-024-P1-N1-F1 


Method 


BLASTN 


NCBI GI 


g2072554 


BLAST score 


388 


E value 


0.0e+00 


Match length 


388 


% identity 


100 


NCBI Description 


Oryza sativa metallothionein-like protein 3 




cds 


Seq. No. 


399460 


Seq. ID 


LIB3431-024-P1-N1-F10 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


261 


E value 


1.0e-22 


Match length 


52 


% identity 


94 


NCBI Description 


(AF061577) chlorophyll a/b binding protein 


Seq. No. 


399461 


Seq. ID 


LIB34 31-02 4-P1-N1-F12 


Method 


BLASTN 


NCBI GI 


g6069643 


BLAST score 


51 


E value 


1.0e-19 


Match length 


79 


% identity 


91 


NCBI Description 


Oryza sativa genomic DNA, chromosome 6, ch 


Seq. No. 


399462 


Seq. ID 


LIB3431-024-P1-N1-F2 


Method 


BLASTN 


NCBI GI 


g5360229 



51081 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394 

0.0e+00 

419 

98 

Oryza sativa mRNA for Ran, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399463 

LIB3431-024-P1-N1-F3 

BLASTN 

g3789949 

83 

1.0e-38 

95 

97 

Oryza sativa translation initiation factor (G0S2) mRNA, 
complete cds 



□ 



m 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399464 

LIB3431-024-P1-N1-F4 

BLASTX 

g4582436 

162 

7.0e-ll 

77 

47 

(AC007196) unknown protein [Arabidopsis thaliana] 
399465 

LIB3431-024-P1-N1-F7 

BLASTX 

g4929312 

203 

7.0e-16 

70 

63 

(AF145045) TATC [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399466 

LIB3431-024-P1-N1-G10 

BLASTX 

g4731573 

201 

1.0e-15 

48 

77 

(AF123265) remorin 1 [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399467 

LIB3431-024-P1-N1-G12 

BLASTX 

g5262156 

226 

2.0e-18 

65 

52 

(AL080237) putative protein [Arabidopsis thaliana] 



51082 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399468 

LIB3431-024-P1-N1-G2 

BLASTX 

g2072555 

227 

1.0e-18 

44 

98 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_61034 41_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

399469 

LIB3431-024-P1-N1-G4 

BLASTX 

gll5784 

182 

2.0e-13 

33 
100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I (CAB) 
(LHCP) >gi_167525 (M16058) chlorophyll a/b-binding protein 
[Cucumis sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399470 

LIB3431-024-P1-N1-G5 

BLASTX 

gl67097 

151 

5.0e-17 

52 

88 

(M55449) ribulose 1, 5-bisphosphate carboxylase activase 
[Hordeum vulgare] 

399471 

LIB3431-024-P1-N1-G6 

BLASTX 

gll5784 

150 

1.0e-09 

33 

85 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I (CAB) 
(LHCP) >gi_167525 (M16058) chlorophyll a/b-binding protein 
[Cucumis sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399472 

LIB3431-024-P1-N1- 

BLASTX 

gl32105 

320 

1.0e-29 

61 

98 

RIBULOSE 
(RUBISCO 



•G9 



BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 
SMALL SUBUNIT C) >gi_68094_pir RKRZS9 



51083 



ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


399473 


Seq. ID 


LIB3431-024-P1-N1-H1 


Method 


BLASTX 


NCBI GI 


g3885886 


BLAST score 


317 


E value 


3.0e-29 


Match length 


56 


% identity 


98 


NCBI Description 


(AF093631) Rieske Fe-S precursor protein [Oryza sativa] 


Seq. No. 


399474 


Seq. ID 


LIB3431-024-P1-N1-H12 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 


E value 


9.0e-20 


Match length 


44 


% identity 


100 


NCBI Description 


(AF001396) metallothionein-like protein [Oryza sativa] 




>gi_6103441_gb_AAF03603.1_ (AF14778 6) metallothionein-1 




protein [Oryza sativa] 


Seq. No. 


399475 


Seq. ID 


LIB3431-024-P1-N1-H2 


Method 


BLASTN 


NCBI GI 


g2072554 


BLAST score 


293 


E value 


1.0e-164 


Match length 


301 



% identity 

NCBI Description 



99 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399476 

LIB3431-024-P1-N1-H3 

BLASTX 

gl835731 

189 

3.0e-14 

49 

78 

(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



399477 

LIB3431-024-P1-N1-H5 

BLASTX 

gl617197 

180 

3.0e-13 



51084 



Match length 

% identity 

NCBI Description 



36 
92 

(Z72488) CP12 [Nicotiana tabacum] 



Seq. No. 


399478 


Seq. ID 


LIB3431-024-P1-N1-H6 


Method 


BLASTX 


NCBI GI 


g4454458 


BLAST score 


208 


E value 


2.0e-16 


Match length 


69 


% identity 


62 


NCBI Description 


(AC006234) unknown protein [Arabidopsis thaliana] 


Seq. No. 


399479 


Seq. ID 


LIB3431-024-P1-N1-H8 


Method 


BLASTX 


NCBI GI 


g226263 


BLAST score 


155 


E value 


3.0e-10 


Match length 


31 


% identity 


94 


NCBI Description 


chlorophyll a/b binding protein [Glycine max] 


Seq. No. 


399480 


Seq. ID 


LIB3431-025-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g4325041 


BLAST score 


573 


E value 


5.0e-59 


Match length 


128 


% identity 


89 


NCBI Description 


(AF117339) FtsH-like protein Pftf precursor [Nicotiana 




tabacum] 


Seq. No. 


399481 


Seq. ID 


LIB3431-025-P1-K1-A12 


Method 


BLASTN 


NCBI GI 


g2072554 


BLAST score 


330 


E value 


0.0e+00 


Match length 


330 



% identity 100 

NCBI Description Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399482 

LIB3431-025-P1-K1-A4 

BLASTX 

g5702231 

161 

9.0e-ll 

44 

68 

(AF145386) hypersensitive reaction associated Ca2+-binding 
protein [Phaseolus vulgaris] 



51085 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399483 

LIB3431-025-P1-K1-A8 

BLASTX 

g2501491 

182 

1.0e-13 

90 

42 

FLAVONOL 3-O-GLUCOSYLTRANSFERASE 1 (UDP-GLUCOSE FLAVONOID 

3-O-GLUCOSYLTRANSFERASE 1) >gi_542014_pir S41950 

UTP-glucose glucosyltransf erase - cassava 
>gi_45324 6_emb_CAA54 609_ (X77459) UTP-glucose 
glucosyltransferase [Manihot esculenta] 



y3 
m 



ha 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399484 

LIB3431-025-P1-K1-B11 

BLASTX 

g671740 

433 

1.0e-42 

79 

99 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 

399485 

LIB3431-025-P1-K1-B2 

BLASTX 

gl362184 

447 

4.0e-44 

91 

100 

histone H2B-8 - wheat >gi_531058_dbj_BAA07157_ (D37943) 
protein H2B-8 [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399486 

LIB3431-025-P1-K1-B3 

BLASTX 

gl076800 

681 

1.0e-71 

148 

86 

L-ascorbate peroxidase (EC 1.11.1.11), cytosolic isozyme - 
maize >gi_600116_emb_CAA84406_ (Z34 934) cytosolic ascorbate 

peroxidase [Zea mays] >gi_1096503_prf 2111423A ascorbate 

peroxidase [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



399487 

LIB3431-025-P1-K1-B5 

BLASTX 

g3868756 

842 

2.0e-90 

154 

100 



51086 



NCBI Description (D86611) catalase [Oryza sativa] 



S.eq.. No. 

Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399488 

LIB3431-025-P1-K1-B7 

BLASTX 

g4753659 

199 

3.0e-15 

117 

39 

(AL049751) putative protein [Arabidopsis thaliana] 



53 



if— 3 

m 

s 

a 

5 
y 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399489 

LIB3431-025-P1-K1-B9 

BLASTX 

g4104220 

656 

1.0e-68 
184 
73 

(AF033538) 
perenne] 



caffeic acid O-methyltransf erase; LP0MT1 [Lolium 



399490 

LIB3431-025-P1-K1-C10 

BLASTX 

g2245136 

786 

6.0e-84 

216 

69 

(Z97344) trehalose-6-phosphate synthase like protein 
[Arabidopsis thaliana] 

399491 

LIB3431-025-P1-K1-C11 

BLASTX 

g629829 

896 

8.0e-97 

215 

79 

protochlorophyllide reductase (EC 1.3.1.33) - wheat 
>gi_510677_emb_CAA54042_ (X76532) protochlorophyilide 
reductase [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399492 

LIB3431-025-P1-K1-C12 

BLASTN 

g3821780 

35 

5.0e-10 

35 

100 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 



399493 



51087 



01 
09 



o 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-025-P1-K1-C9 

BLASTX 

g517500 

281 

8.0e-25 

156 

44 

(M87435) 
protein 



precursor of the oxygen evolving complex 17 kDa 
[Zea mays] >gi_444338_prf 1906386A photosystem II 



OE17 protein [Pisum sativum] 
399494 

LIB3431-025-P1-K1-D1 

BLASTX 

gl353352 

238 

1.0e-37 

130 

72 

(U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 

399495 

LIB3431-025-P1-K1-D10 

BLASTX 

g2245136 

416 

1.0e-40 

176 

51 

(Z97344) trehalose-6-phosphate synthase like protein 
[Arabidopsis thaliana] 

399496 

LIB3431-025-P1-K1-D12 

BLASTX 

gl29233 

615 

7.0e-64 

118 

97 

ORYZAIN 
(EC 3.4 
>gi_218 
[Oryza 



GAMMA CHAIN PRECURSOR >gi_67 64 6_pir KHRZOG oryzain 

.22.-) gamma precursor - rice 

185_dbj_BAA14404_ (D90408) oryzain gamma precursor 
sativa] 



399497 

LIB3431-025-P1-K1-D4 

BLASTX 

gl076725 

419 

6.0e-41 

92 

89 

NADPH dehydrogenase (EC 
>gi_6 8347 6_emb_CAA5 9 2 2 8_ 
[Hordeum vulgare] 



1.6.99.1) - barley 
(X84738) NADPH dehydrogenase 



51088 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399498 

LIB3431-025-P1-K1-D8 

BLASTX 

g2055273 

1024 

1.0e-112 

236 

83 

(D85339) hydroxypyruvate reductase [Arabidopsis thaliana] 
399499 

LIB3431-025-P1-K1-D9 

BLASTX 

g2072555 

237 

1.0e-19 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399500 

LIB3431-025-P1-K1-E11 

BLASTX 

g347451 

459 

1.0e-57 

165 
74 

(L22155) 
sativa] 



ribulose 1, 5-bisphosphate carboxylase [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399501 

LIB3431-025-P1-K1-E12 

BLASTX 

g2582822 

606 

7.0e-63 

168 

71 

(Y09987) CDSP32 protein (Chloroplast Drought-induced Stress 
Protein of 32kDa) [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399502 

LIB3431-025-P1-K1-E5 

BLASTX 

g462195 

524 

4.0e-53 

115 

89 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (G0S2 PROTEIN) 

>gi_100682_pir S21636 GOS2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) GOS2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 



51089 



sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399503 

LIB3431-025-P1-K1-E6 

BLASTX 

g2425101 

798 

3.0e-85 

215 

64 

(AF019743) cationic peroxidase [Oryza sativa] 
399504 

LIB3431-025-P1-K1-E7 

BLASTN 

gl841354 

66 

2.0e-29 

66 

100 

Oryza sativa mitochondrial DNA for cytochrome c 
subunit Vb precursor, complete cds 



oxidase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399505 

LIB3431-025-P1-K1-E9 

BLASTX 

g3913239 

406 

2.0e-39 

146 

58 

PROBABLE l-DEOXYXYLULOSE-5-PHOSPHATE SYNTHASE (DXP 
SYNTHASE) >gi_2612941 (AF024512) CLA1 transketolase-like 
protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399506 

LIB3431-025-P1-K1-F10 

BLASTX 

gl084455 

503 

8.0e-51 

118 

81 

peptidylprolyl isomerase (EC 5.2.1.8) Cyp2 - rice 
>gi_600767 (L29469) cyclophilin 2 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399507 

LIB3431-025-P1-K1-F11 

BLASTX 

gl777961 

958 

1.0e-104 

233 

76 

(U56406) methyl jasmonate-inducible lipoxygenase 2 [Hordeum 
vulgare] 



51090 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399508 

LIB3431-025-P1-K1-F12 

BLASTX 

g400803 

509 

3.0e-64 

154 

82 

2, 3-BISPHOSPHOGLYCERATE- INDEPENDENT PHOS PHOGLYCERATE MUTASE 
(PHOSPHOGLYCEROMUTASE) (BPG- INDEPENDENT PGAM) (PGAM-I) 

>gi_283033_pir A42807 phosphoglycerate mutase (EC 

5.4.2.1), 2, 3-bisphosphoglycerate-independent - maize 
>gi_168588 (M80912) 2, 3-bisphosphoglycerate-independent 
phosphoglycerate mutase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399509 

LIB3431-025-P1-K1-F2 

BLASTX 

gl32105 

423 

2.0e-41 

81 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 
(RUBI SCO SMALL SUBUNIT, C) >gi_68094_pir_RKRZS9 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


399510 


Seq. ID 


LIB3431-025-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


g4467098 


BLAST score 


324 


E value 


1.0e-29 


Match length 


136 


% identity 


44 


NCBI Description 


(AL035538) putative ] 


Seq. No. 


399511 


Seq. ID 


LIB3431-025-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


g6093671 


BLAST score 


388 


E value 


2.0e-37 


Match length 


122 


% identity 


61 


NCBI Description 


CATIONIC PEROXIDASE ! 




cationic peroxidase 


Seq. No. 


399512 


Seq. ID 


LIB3431-025-P1-K1-F6 


Method 


BLASTX 



1 PRECURSOR >gi_1491776 (M37636) 
[Arachis hypogaea] 



51091 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g!617197 
304 

2.0e-27 

76 

76 

(Z72488) CP12 [Nicotiana tabacum] 
399513 

LIB3431-025-P1-K1-F7 

BLASTX 

g4938484 

326 

6.0e-30 

205 

45 

(AL078464) transcription factor-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



399514 

LIB3431-025-P1-K1-F8 

BLASTX 

gl706260 

355 

2.0e-33 

68 

94 

CYSTEINE PROTEINASE 1 PRECURSOR >gi_2118131_pir S59.597 

cysteine proteinase 1 precursor - maize 

>gi_643597_dbj_BAA08244_ (D45402) cysteine proteinase [Zea 
mays] 

399515 

LIB3431-025-P1-K1-F9 

BLASTX 

g5815410 

828 

4.0e-94 

209 

83 

(AF177392) blast and wounding induced mitogen-activated 
protein kinase [Oryza sativa] 

399516 

LIB3431-025-P1-K1-G10 

BLASTX 

gl653953 

212 

6.0e-17 

130 

38 

(D90917) hypothetical protein [Synechocystis sp.] 
399517 

LIB3431-025-P1-K1-G9 

BLASTX 

g3789954 

1065 



51092 



s 



5 



E value 


1.0e-116 


Match length 


199 


% identity 


100 


NCBI Description 


(AF094776) chlorophyll a/b-binding protein precursor 




sativa] 


Seq. No. 


399518 


Seq. ID 


•LIB3431-025-P1-K1-H10 


Method 


BLASTX 




gi / o / 4 yz 


BLAST score 


626 


E value 


4.0e-65 


Match length 


177 


% identity 


71 


NCBI Description 


(U81318) poly (A) -binding protein [Triticum aestivum] 


Seq. No. 


399519 


Seq. ID 


LIB3431-025-P1-K1-H3 


Method 


BLASTX 


NCBI GI , 


g3913641 


BLAST score 


1185 


E value 


1.0e-130 


Match length 


227 


% identity 


100 


NCBI Description 


FRUCTOSE-1, 6-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



(D- FRUCTOSE-1, 6-BIS PHOSPHATE 1-PHOSPHOHYDROLASE) (FBPASE) 
>gi_3041777_dbj_BAA25423_ (AB007194) 
fructose-1, 6-bisphosphatase [Oryza sativa] 

399520 

LIB3431-025-P1-K1-H4 

BLASTX 

g4678280 

259 

5.0e-22 

152 

36 

(AL049660) zinc finger-like protein [Arabidopsis thaliana] 
399521 

LIB3431-025-P1-K1-H7 

BLASTX 

gll5787 

544 

1.0e-107 

224 

91 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

399522 

LIB3431-025-P1-K1-H9 

BLASTX 

g3036951 



51093 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



611 

2.0e-63 

117 

98 

(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 





Seq. No. 


399523 




Seq. ID 


LIB3431-025-P1-N1-A1 




Method 


BLASTX 




NCBI GI 


g3885882 




BLAST score 


275 




E value 


3.0e-24 






jj 




% identity 


98 




NCBI Description 


(AF093629) inorganic pyrophosphatase [Ory: 




Seq. No. 


399524 




Seq. ID 


LIB3431-025-P1-N1-A11 


o 


Method 


BLASTX 




NCBI GI 


g3808101 


Ol 


BLAST score 


303 


£9 


E value 


1.0e-27 


45 


Match length 


73 


?*~"S 


% identity 


o o 
oo 


tef 

4 •< 


NCBI Description 


(AJ012165) chloroplast protease [Capsicum 


31 


Seq. No. 


399525 


5 


Seq. ID 


LIB3431-025-P1-N1-A12 


la& 


Method 


BLASTN 


*=SJ. 


NCBI GI 


g2072554 


hssr 


BLAST score 


330 




E value 


0.0e+00 


P 


Match length 


330 




% identity 


1UU 


Pi 


NCBI Description 


Oryza sativa metallothionein-like protein 






cds 




Seq. No. 


399526 




Seq. ID 


LIB3431-025-P1-N1-A5 




Method 


BLASTN 




NCBI GI 


g395929 




BLAST score 


82 




E value 


5.0e-38 




Match length 


145 




% identity 


90 




NCBI Description 


0. sativa retrotransposon Tosl-1 




Seq. No. 


399527 




Seq. ID 


LIB3431-025-P1-N1-A7 




Method 


BLASTX 




NCBI GI 


g693920 




BLAST score 


340 




E value 


6.0e-32 




Match length 


68 




% identity 


96 




NCBI Description 


(U21113) chlorophyll a/b binding protein 



[Solanum 



51094 



tuberosum] 



-w 



Seq. No. 


399528 


oeq. xu 




Method 


BLASTX 


NCBI GI 


g4877984 


BLAST score 


274 


E value 


4.0e-24 


Match length 


61 


% identity 


90 


NCBI Description 


(AF145755) THA4 [Zea mays] 


Seq. No. 


399529 






Method 


BLASTN 


NCBI GI 


g5091597 


BLAST score 


132 


E value 


6.0e-68 


Match length 


219 


% identity 


26 


NCBI Description 


Oryza sativa chromosome 1 


Seq. No. 


399530 


Seq. ID 


LIB3431-025-P1-N1-B10 


Method 


BLASTX 


NCBI GI 


g2499966 


BLAST score 


249 


E value 


3.0e-21 


Match length 


66 


% identity 


77 


NCBI Description 


PHOTOSYSTEM I REACTION CEN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



A) >gi_632722_bbs_151001 (S72356) photosystem I subunit 
PSI-E [Nicotiana sylvestris, leaves, Peptide Chloroplast, 
141 aa] [Nicotiana sylvestris] 

399531 

LIB3431-025-P1-N1-B11 

BLASTX 

g671740 

295 

1.0e-26 

57 
98 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 

399532 

LIB3431-025-P1-N1-B2 

BLASTX 

gl362184 

342 

4.0e-32 

71 

100 

histone H2B-8 - wheat >gi_531058_dbj_BAA07157_ (D37943) 
protein H2B-8 [Triticum aestivum] 



51095 



Seq. No. 


399533 


Seq. ID 


LIB3431-025-P1-N1-B3 


Method 


BLASTN 


NCBI GI 


g433216 




01 T 
c. XX 


E value 


1.0e-115 


Match length 


232 


% identity 


97 


NCBI Description 


Rice mRNA for ascorbate peroxidase 




partial cds 


Seq. No. 


399534 


Seq. ID 


LIB3431-025-P1-N1-B8 


Method 


BLASTX 


MPDT (IT 


rrl fil 71 Q7 


BLAST score 


300 


E value 


3.0e-27 


Match length 


71 


% identity 


77 


NCBI Description 


(Z72488) CP12 [Nicotiana tabacum] 


Seq. No. 


399535 


Seq. ID 


LIB3431-025-P1-N1-B9 


Method 


BLASTX 


NCBI GI 


g729135 


BLAST score 


267 


E value 


2.0e-23 


Match length 


55 


% identity 


89 


NCBI Description 


CAFFEIC ACID 3-0-METHYLTRANSFERASE 



{ S-ADENOSYSL-L-METHIONINE : CAFFEIC ACID 

3-O-METHYLTRANSFERASE) (COMT) >gi_283034_pir S28612 

catechol O-methyltransf erase (EC 2.1.1.6) - maize 
>gi_168532 (M73235) O-methyltransf erase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399536 

LIB3431-025-P1-N1-C11 

BLASTX 

gl29707 

405 

2.0e-39 

97 

84 

PROTOCHLOROPHYLLIDE REDUCTASE (PCR) 
(NADPH-PROTOCHLOROPHYLLIDE OXIDOREDUCTASE) 

>gi_100550_pir S08406 protochlorophyllide reductase (EC 

1.3.1.33) - oat (fragment) >gi_829253_emb_CAA34 913_ 
(X17067) protochlorophyllide reductase (314 AA) [Avena 
sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



399537 

LIB3431-025-P1-N1-C4 

BLASTX 

g3126854 

523 

3.0e-53 
99 



51096 



% identity 

NCBI Description 



99 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399538 

LIB3431-025-P1-N1-C6 

BLASTX 

g2072555 

228 

1.0e-18 

42 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi__6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

399539 

LIB3431-025-P1-N1-C7 

BLASTX 

g3914466 

395 

2.0e-38 

72 

99 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
(PSI-N) >gi_2981214 (AF052429) photosystem I complex PsaN 
subunit precursor [Zea mays] 

399540 

LIB3431-025-P1-N1-C9 

BLASTX 

g517500 

374 

7.0e-36 

90 

81 

(M87435) precursor of the oxygen evolving complex 17 kDa 

protein [Zea mays] >gi_444338_prf 1906386A photosystem II 

OE17 protein [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399541 

LIB3431-025-P1-N1-D1 

BLASTX 

gl353352 

227 

1.0e-18 

59 

75 

(U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



399542 

LIB3431-025-P1-N1-D10 

BLASTX 

g3126854 

392 

5.0e-38 
74 



51097 



% identity 

NCBI Description 



100 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 



u 

5. ; 

cn 



Seq. No. 




Seq. ID 


LIB3431-025-P1-N1-D11 


Method 


BLASTX 


NCBI GI 


g5091556 


BLAST score 


194 


E value 


9.0e-15 


Match length 


55 


% identity 


58 


NCBI Description 


(AC007067) T10O24.25 [Arabidopsis thaliana] 


Seq. No. 


399544 


beq. ±u 




Method 


BLASTX 


NCBI GI 


gl841466 


BLAST score 


182 


E value 


2.0e-13 


Match length 


32 


% identity 


94 


NCBI Description 


(Y11003) putative pre-pro-cysteine proteinase [Nicotiana 




tabacum] 


Seq. No. 


*3 QQC AC ' v . 


Seq. ID 


LIB3431-025-P1-N1-D2 


Method 


BLASTX 


NCBI GI 


g4587990 


BLAST score 


250 


E value 


2.0e-21 


Match length 


88 


% identity 


50 


NCBI Description 


(AF085279) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


399546 


Seq. ID 


LIB-54 ol-U^O-rl-Nl-D4 


Method 


BLASTX 


NCBI GI 


g2598151 


BLAST score 


222 


E value 


5.0e-18 


Match length 


43 


% identity 


95 


NCBI Description 


(AF027350) NADPH : protochlorophyllide oxidoreductase porB 




[Pinus taeda] 


Seq. No. 


399547 


Seq. ID 


LIB3431-025-P1-N1-D7 


Method 


BLASTX 


NCBI GI 


g417260 


BLAST score 


300 


E value 


3.0e-27 


Match length 


76 


% identity 


75 


NCBI Description 


LIGHT REGULATED PROTEIN PRECURSOR >gi 422003 pir S33632 




lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 




light-regulated gene [Oryza sativa] 



51098 



Seq. No. 

Seq. ID 

Method 

NCBI ' GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399548 

LIB3431-025-P1-N1-D9 

BLASTX 

g2072555 

237 

9.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_61034 41__gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

399549 

LIB3431-025-P1-N1-E11 

BLASTX 

g671740 

240 

3.0e-20 

47 

98 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399550 

LIB3431-025-P1-N1-E2 

BLASTX 

gl67097 

151 

1.0e-20 

61 

87 

(M55449) ribulose 1, 5-bisphosphate carboxylase activase 
[Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399551 

LIB3431-025-P1-N1-E3 

BLASTX 

g4567263 

282 

5.0e-25 

70 

74 

(AC006841) 
thaliana] 



putative cell division inhibitor [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399552 

LIB3431-025-P1-N1-E5 

BLASTX 

g462195 

372 

1.0e-35 

72 

100 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

>gi_100682_pir S21636 GOS2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) GOS2 [Oryza sativa] 

>gi 3789950 (AF094774) translation initiation factor [Oryza 



51099 



sativa] 



Seq. No. 


399553 


Seq. id 




Method 


BLASTN 


NCBI GI 


g5777612 


BLAST score 


407 


E value 


0.0e+00 


Match length 


418 


% identity 


99 


NCBI Description 


Oryza sativa chromosome 4 BAC q3037-207Fl complete genome 


Seq. No. 


399554 


Seq. ID 


LIB3431-025-P1-N1-E7 


Method 


TJT 7\ OqiVI 


NCBI GI 


gl841354 


BLAST score 


6B 


E value 


2.0e-29 


Match length 


66 


% identity 


100 


NCBI Description 


Oryza sativa mitochondrial DNA for cytochrome c oxidase 




subunit Vb precursor, complete cds 


Seq. No. 


399555 


Seq. ID 


LIB3431-025-P1-N1-E8 


Method 


BLASTX 


NCBI GI 


g3036951 


BLAST score 


427 


E value 


4.0e-42 


Match length 


80 


% identity 


100 


NCBI Description 


(AB012639) light harvesting chlorophyll a/b-binding prote: 




[Nicotiana sylvestris] 


Seq. No. 


399556 


Seq. ID 


LIB3431-025-P1-N1-E9 


Method 


BLASTX 




goyi jy 


BLAST score 


256 


E value 


4.0e-40 


Match length 


132 


% identity 


75 


NCBI Description 


PROBABLE l-DEOXYXYLULOSE-5-PHOSPHATE SYNTHASE (DXP 


SYNTHASE) >gi_2612941 (AF024512) CLA1 transketolase-like 




protein [Oryza sativa] 


Seq. No. 


399557 


Seq. ID 


LIB3431-025-P1-N1-F10 


Method 


BLASTN 


NCBI GI 


g600766 


BLAST score 


296 


E value 


1.0e-166 


Match length 


364 


% identity 


95 


NCBI Description 


Oryza sativa cyclophilin 2 (Cyp2) gene, complete cds 



Seq. No. 399558 



51100 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-025-P1-N1-F11 

BLASTX 

gl777961 

342 

4.0e-32 

114 

61 

(U56406) methyl jasmonate-inducible lipoxygenase 2 [Hordeum 
vulgare] 



Seq. No. 



399559 



U" 

CO 
sz 



n 

Q 

u 



Seq. ID 


LIB3431-025-P1-N1-F2 


Method 


BLASTX 


NCBI GI 


g J474ol 


BLAST score 


236 


E value 


1.0e-19 


Match length 


47 


% identity 


98 


NCBI Description 


(L22155) ribulose 1, 5-bisphosphate carboxylase 




sativa] 


Seq. No. 


399560 


Seq. ID 


LIB3431-025-P1-N1-F5 


Method 


BLASTX 


NCBI GI 


g520568 


BLAST score 


262 


E value 


1.0e-22 


Match length 


87 


% identity 


63 


NCBI Description 


(U12314) peroxidase [Cenchrus ciliaris] 


Seq. No. 


399561 


Seq. ID 


LIB3431-025-P1-N1-F6 


Method 


BLASTX 


NCBI GI 


gl617197 


BLAST score 


287 


E value 


1 . Oe-Zo 


Match length 


71 


% identity 


73 


NCBI Description 


(Z72488) CP12 [Nicotiana tabacum] 


Seq. No. 


399562 


Seq. ID 


LIB3431-025-P1-N1-F8 


Method 


BLASTX 


NCBI GI 


g2118130 


BLAST score 


255 


E value 


7.0e-22 


Match length 


47 


% identity 


94 


NCBI Description 


cysteine proteinase (EC 3.4.22.-), glucose 




starvation-induced - maize (fragment) 




>gi_559532_emb_CAA57675_ (X82185) cysteine proi 




mays] 


Seq. No. 


399563 


Seq. ID 


LIB3431-025-P1-N1-F9 


Method 


BLASTN 



51101 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g5815409 
420 

0.0e+00 

449 

98 

Oryza sativa blast and wounding induced mitogen-activated 
protein kinase ( BWMK1 ) mRNA, complete cds 



p 
m 



Seq. No. 


399564 


Seq. ID 


LIB3431-025-P1-N1-G10 


Method 


BLASTX 


NCBI GI 


gl653953 


BLAST score 


190 


E value 


3.0e-14 


Match length 


91 


% identity 


42 


NCBI Description 


(D90917) hypothetical 


Seq. No. 


399565 


Seq. ID 


LIB3431-025-P1-N1-G11 


Method 


BLASTX 


NCBI GI 


g2130073 


BLAST score 


308 


E value 


4.0e-28 


Match length 


60 


% identity 


100 


NCBI Description 


f ructose-bisphosphate 



iolase (EC 4.1.2.13) isoenzyme C-l, 
cytosolic - rice >gi_786178_dbj_BAA08845_ (D50307) aldolase 
C-l [Oryza sativa] >gi_790970_dbj_BAA08830_ (D50301) 
aldolase C-l [Oryza sativa] 



Seq. No. 


399566 


Seq. ID 


LIB3431-025-P1-N1-G12 


Method 


BLASTN 


NCBI GI 


g786177 


BLAST score 


55 


E value ^ 


4.0e-22 


Match length 


130 


% identity 


86 


NCBI Description 


Rice DNA for aldolase C-l, < 


Seq. No. 


399567 


Seq. ID 


LIB3431-025-P1-N1-G3 


Method 


BLASTX 


NCBI GI 


g2708745 


BLAST score 


197 


E value 


3.0e-15 


Match length 


48 


% identity 


81 


NCBI Description 


(AC003952) putative calcium- 



kinase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



399568 

LIB3431-025-P1-N1-G5 

BLASTX 

g21839 

229 



51102 



£3 

6 a 



E value 


7.0e-19 


Match length 


47 


% identity 


96 


NCBI Description 


(X57952) phosphoribulokinase [Triticum aestivum] 


Seq. No. 


399569 


Seq. ID 


LIB3431-025-P1-N1-G9 


Method 


BLASTX 


NCBI GI 


g3789954 


BLAST score 




E value 


2.0e-33 


Match length 


66 


% identity 


98 


NCBI Description 


(AF094776) chlorophyll a/b-binding protein precursor 




sativa] 


Seq. No. 


399570 


Seq. ID 


LIB3431-025-P1-N1-H10 


Method 


BLASTX 


NCBI GI 


gi / o / 4 


BLAST score 


280 


E value 


6.0e-25 


Match length 


70 


% identity 


80 


NCBI Description 


(U81318) poly (A) -binding protein [Triticum aestivum] 


Seq. No. 


399571 


Seq. ID 


LIB3431-025-P1-N1-H12 


Method 


BLASTX 


NCBI GI 


g517500 


BLAST score 


296 


E value 


8.0e-27 


Match length 


94 


% identity 


67 


NCBI Description 


(M87435) precursor of the oxygen evolving complex 17 




protein [Zea mays] >gi_444338_prf 1906386A photosyst< 




OE17 protein [Pisum sativum] 


Seq. No. 


399572 


Seq. ID 


LIB3431-025-P1-N1-H2 


Method 


BLASTX 


NCBI GI 


«-1 CC1 GOO 


BLAST score 


176 


E value 


1.0e-12 


Match length 


59 


% identity 


56 


NCBI Description 


(D90901) hypothetical protein [Synechocystis sp.] 


Seq. No, 


399573 


Seq. ID 


LIB3431-025-P1-N1-H3 


Method 


BLASTX 


NCBI GI 


g3913641 


BLAST score 


529 


E value 


5.0e-54 


Match length 


100 


% identity 


100 


NCBI Description 


FRUCTOSE-1, 6-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 



51103 



(D-FRUCTOSE-1, 6-BISPHOSPHATE 1-PHOSPHOHYDROLASE) 
>gi_3041777_dbj_BAA25423_ (AB007194) 
fructose-1, 6-bisphosphatase [Oryza sativa] 



(FBPASE) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



399574 

LIB3431-025-P1-N1-H5 

BLASTX 

gl29707 

419 

4.0e-41 

95 

86 

PROTOCHLOROPHYLLIDE REDUCTASE (PCR) 

( NADPH- PROTOCHL0R0PH YLLI DE OXIDOREDUCTASE) 

>gi_100550_pir S08406 protochlorophyllide reductase (EC 

1.3.1.33) - oat (fragment) >gi_829253_emb_CAA34 913_ 
(X17067) protochlorophyllide reductase (314 AA) [Avena 
sativa] 

399575 

LIB3431-025-P1-N1-H7 

BLASTX 

g4512125 

243 

1.0e-20 

45 

100 

(AF133340) putative chlorophyll a/b-binding protein 
[Phalaenopsis sp. ' KCbutterf ly' ] 

399576 

LIB34 31-025-P1-N1-H8 

BLASTX 

g267120 

284 

2.0e-25 

71 

77 

THIOREDOXIN F-TYPE, CHLOROPLAST PRECURSOR (TRX-F) 

>gi_100070_pir S20929 thioredoxin f precursor - garden pea 

>gi_20907_emb_CAA45098_ (X63537) thioredoxin F [Pisum 
sativum] >gi_1388086 (U35830) thioredoxin f [Pisum sativum] 

399577 

LIB3431-025-P1-N1-H9 

BLASTX 

g3036951 

450 

9.0e-45 

85 

100 

(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

399578 

LIB3431-026-P1-K1-A1 
BLASTX 



51104 



□ 



LN^DX VJX 


02570511 


BLAST score 


213 


E value 


3.0e-17 


Match length 


79 


% identity 


59 


NCBI Description 


(AF022738) chlorophyll a-b binding protein [Oryza 


Seq. No. 


399579 


Seq. ID 


LIB3431-026-P1-K1-A10 


Method 


BLASTX 


LN O X VJ X 


rrl 701 ^1 


BLAST score 


278 


E value 


9.0e-25 


Match length 


87 


% identity 


66 


NCBI Description 


(M55322) ribosomal protein 30S subunit [Spinacia < 


Seq. No. 


399580 


Seq. ID 


LIB3431-026-P1-K1-A11 


Method 


BLASTX 


IN D J. <J -L 


a3345477 


BLAST score 


434 


E value 


6.0e-43 


Match length 


129 


% identity 


66 


NCBI Description 


(AB016283) carbonic anhydrase [Oryza sativa] 


Seq. No. 


399581 


Seq. ID 


LIB3431-026-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


gll5787 


BLAST score 


475 


E value 


1.0e-47 


Match length 


112 


% identity 


86 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCI 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



CAB-2) (LHCP) >gi_824 61_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

399582 

LIB3431-026-P1-K1-A2 

BLASTX 

g2407281 

658 

4.0e-69 

125 

98 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

399583 

LIB34 31-02 6-P1-K1-A3 

BLASTX 

g!352461 

371 



51105 



E value 
Match length 
% identity 
NCBI Description 



8.0e-39 

98 

77 

IN2-2 PROTEIN 



f-f* 



U 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399584 

LIB3431 

BLASTX 

gl32105 

672 

7.0e-71 

124 

100 

RIBULOSE 

(RUBISCO 

ribulose 

precurso 

(D00643) 

carboxyl 

ribulose 

sativa] 

carboxyl 



026-P1-K1-A4 



BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

-bisphosphate carboxylase (EC 4.1.1.39) small chain 
r (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 

small subunit of ribulose-1, 5-bisphosphate 
ase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 

1, 5-bisphosphate carboxylase small subunit [Oryza 
>gi_226375j?rf__1508256A ribulose bisphosphate 
ase S [Oryza sativa] 



Seq. No. 


399585 


Seq. ID - 


LIB3431-026-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g3345477 


BLAST score 


269 


E value 


1.0e-23 


Match length 


98 


% identity 


58 


NCBI Description 


(AB016283) carbonic anhydrase [Oryza sativa] 


Seq. No. 


399586 


Seq. ID 


LIB3431-026-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


g4538920 


BLAST score 


150 


E value 


1.0e-09 


Match length 


57 


% identity 


60 


NCBI Description 


(AL049483) nitrogen fixation like protein' [Arabidopsis 




thaliana] 


Seq. No. 


399587 


Seq. ID 


LIB34 31-02 6-P1-K1-A7 


Method 


BLASTN 


NCBI GI 


g218209 


BLAST score 


34 


E value 


1.0e-09 


Match length 


78 


% identity 


87 


NCBI Description 


Oryza sativa mRNA for the small subunit of 




ribulose-1, 5-bisphosphate carboxylase, complete cds, c. 




pOSSS2106 


Seq. No. 


399588 



clone 



51106 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-026-P1-K1-A8 

BLASTX 

gl32105 

614 

6.0e-64 

132 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 





Seq. No. 


399589 




Seq. ID 


LIB3431-026-P1-K1-A9 


SSt. 


Method 


BLASTX 




NCBI GI 


g871931 


01 


BLAST score 


420 




E value 


3.0e-41 




Match length 


116 




% identity 


74 




.NCBI Description 


(D30763) ferredoxin [Oryza sativa] 




Seq. No. 


399590 


= 


Seq. ID 


LIB3431-026-P1-K1-B1 




Method 


BLASTX 


LJ 


NCBI GI 


g5360230 




BLAST score 


631 




E value 


6.0e-66 




Match length 


120 


o 


% identity 


97 


fKSfc 


NCBI Description 


(AB015287) Ran [Oryza sativa] 




Seq. No. 


399591 




Seq. ID 


LIB3431-026-P1-K1-B10 




Method 


BLASTX 




NCBI GI 


gl617197 




BLAST score 


297 




E value 


9.0e-27 




Match length 


76 




% identity 


75 




NCBI Description 


(Z72488) CP12 [Nicotiana tabacum] 




Seq. No. 


399592 




Seq. ID 


LIB3431-026-P1-K1-B11 




Method 


BLASTX 




NCBI GI 


g4006881 




BLAST score 


356 




E value 


9.0e-34 




Match length 


105 




% identity 


68 




NCBI Description 


(Z99707) putative protein [Arabidops 



51107 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity : 
NCBI Description 



399593 

LIB3431-026-P1-K1-B12 

BLASTX 

g4588906 

409 

5.0e-40 

90 

87 

(AF118149) ribosomal protein S7 [Secale cereale] 



3 

OR 

m 
m 

Q 

ja4 



p 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399594 

LIB3431-026-P1-K1-B2 

BLASTX 

g5478797 

822 

3.0e-88 

159 

94 

(AB021310) chlorophyll b synthase [Oryza sativa] 
399595 

LIB3431-026-P1-K1-B3 

BLASTX 

gll73347 

322 

9.0e-43 

108 

89 

SEDOHEPTULOSE-l,7-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) (SED (1,7) P2ASE) 

>gi_100803j>ir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265_emb_CAA4 6507_ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 
aestivum] 



Seq. No. 


399596 


Seq. ID 


LIB3431-026-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


387 


E value 


2.0e-37 


Match length 


85 


% identity 


87 


NCBI Description 


(U86018) photosystem 


Seq. No. 


399597 


Seq. ID 


LIB3431-026-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


451 


E value 


4.0e-45 


Match length 


86 


% identity 


100 


NCBI Description 


(U86018) photosystem 


Seq. No. 


399598 


Seq. ID 


LIB3431-026-P1-K1-B6 



51108 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3868756 

494 

3.0e-50 

88 

100 

(D86611) catalase 



[Oryza sativa] 



s 



SSSt. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399599 

LIB3431-026-P1-K1-C1 

BLASTX 

g2072555 

237 

9.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 


399600 


Seq. ID 


LIB3431-026-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


g5668640 


BLAST score 


515 


E value 


2.0e-52 


Match length 


148 


% identity 


61 


NCBI Description 


(AL109619) putative protein [Arab 


Seq. No. 


399601 


Seq. ID 


LIB3431-026-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


713 


E value 


2.0e-75 


Match length 


131 


% identity 


99 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE 



ALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399602 

LIB3431-026-P1-K1-C4 

BLASTX 

gl25580 

498 

2.0e-50 

116 

85 

PHOSPHORIBULOKINASE PRECURSOR ( PHOSPHOPENTOKINASE) 



(PRKASE) 



51109 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score" 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(PRK) >gi_100839j?ir S15743 phosphoribulokinase (EC 

2.7.1.19) - wheat >gi_5924030_emb_CAB56544 . 1_ (X51608) 
phosphoribulokinase [Triticum aestivum] 

399603 

LIB3431-026-P1-K1-C6 

BLASTX 

g2072727 

670 

2.0e-70 

131 

98 

(Y12595) Fd-GOGAT protein [Oryza sativa] 
399604 

LIB3431-026-P1-K1-C7 

BLASTX 

gll5787 

529 

4.0e-54 

121 

88 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 


399605 


Seq. ID 


LIB3431-026-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


g3345477 


BLAST score 


544 


E value 


1.0e-55 


Match length 


149 


% identity 


71 


NCBI Description 


(AB016283) carbonic anhydrase [Oryza sativa] 


Seq. No. 


399606 


Seq. ID 


LIB3431-026-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


g4490332 


BLAST score 


424 


E value 


1.0e-41 


Match length 


140 


% identity 


56 


NCBI Description 


(AL035656) putative protein [Arabidopsis thaliana] 


Seq. No. 


399607 


Seq. ID 


LIB3431-026-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


gl362066 


BLAST score 


392 


E value 


6.0e-38 


Match length 


90 


% identity 


88 


NCBI Description 


small GTP-binding protein - garden pea 



51110 



>gi_871510_emb_CAA90080_ (Z49900) small GTP-binding protein 
[Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399608 

LIB3431-026-P1-K1-D10 

BLASTX 

gll5787 

489 

2.0e-49 

113 

87 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

399609 

LIB3431-026-P1-K1-D11 

BLASTX 

g2688839 

531 

3.0e-54 

136 

69 

(AF003347) ATP phosphoribosyltransf erase [Thlaspi 
goesingense] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399610 

LIB3431-026-P1-K1-D12 

BLASTX 

g3176690 

639 

6.0e-67 
129 
91 

(AC003671) 
cerevisiae 



Similar to ubiquitin ligase gb_D63905 from S, 
EST gb_R65295 comes from this gene. 



[Arabidopsis thaliana] 
399611 

LIB3431-026-P1-K1-D4 

BLASTX 

g3004565 

289 

8.0e-29 

80 

79 

(AC003673) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



399612 

LIB3431-026-P1-K1-D5 

BLASTX 

g320618 

558 

2.0e-57 
124 



51111 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536__ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611jprf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

399613 

LIB3431-026-P1-K1-D6 

BLASTX 

g733458 

145 

4.0e-09 

77 

51 

(U23190) chlorophyll a/b-binding apoprotein CP24 precursor 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399614 

LIB3431-026-P1-K1-D8 

BLASTX 

gl70131 

391 

8.0e-38 

116 

65 

(M55322) ribosomal protein 30S subunit [Spinacia oleracea] 
399615 

LIB3431-026-P1-K1-D9 

BLASTX 

g2570511 

561 

8.0e-58 

107 

97 

(AF022738) chlorophyll a-b binding protein [Oryza sativa] . 
399616 

LIB3431-02 6-P1-K1-E10 

BLASTX 

g2673913 

244 

1.0e-20 

66 

64 

(AC002561) hypothetical protein [Arabidopsis thaliana] 
399617 

LIB3431-026-P1-K1-E11 

BLASTX 

g2055273 

611 

1.0e-63 

135 

87 

(D85339) hydroxypyruvate reductase [Arabidopsis thaliana] 



51112 



Seq. No. 399618 

Seq. ID LIB3431 

Method BLASTX 

NCBI GI g733454 

BLAST score 548 

E value 3.0e-56 

Match length 126 

% identity 83 

NCBI Description (U23188 
[Zea ma 



■026-P1-K1-E12 



) chlorophyll a/b-binding apoprotein CP26 precursor 
ys] 



m 
m 

•5 

01 



D 

p 8 ! 



Seq. No. 


399619 


Seq. ID 


T TT"» O VI O 1 flit T"*1 1/1 T» f~ 

LIB34J1-02 6-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g3345477 


BLAST score 


598 


E value 


5.0e-62 


Match length 


120 


% identity 


95 


NCBI Description 


(AB016283) carbonic anhydrase [Oryza 


Seq. No. 


399620 


Seq. ID 


LIB3431-026-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


gl617197 


BLAST score 


304 


E value 


1.0e-27 


Match length 


76 


% identity 


76 


NCBI Description 


(Z72488) CP12 [Nicotiana tabacum] 


Seq. No. 


399621 


Seq. ID 


LIB3431-026-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


g3288821 


BLAST score 


528 


E value 


6.0e-54 


Match length 


137 


% identity 


74 


NCBI Description 


(AF063901) alanine rglyoxylate aminot: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

.% identity 

NCBI Description 



transaminase [Arabidopsis thaliana] 
>gi_4733989_gb_AAD28669.1_AC007209_5 (AC007209) 
alanine-glyoxylate aminotransferase [Arabidopsis thaliana] 

399622 

LIB3431-026-P1-K1-F10 

BLASTX 

g2688824 

146 

4.0e-09 

76 

45 

(U93273) putative auxin-repressed protein [Prunus 
armeniaca] 



Seq. No. 



399623 



51113 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-026-P1-K1-F11 

BLASTX 

gll5796 

848 

2.0e-91 

159 

98 

CHLOROPHYLL A-B BINDING PROTEIN PRECURSOR (LHCII TYPE I 
CAB) (LHCP) >gi_218174_dbj_BAA00537_ (D00642) type II 
light-harvesting chlorophyll a/b-binding protein [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399624 

LIB3431-026-P1-K1-F12 

BLASTX 

gl31388 

257 

3.0e-22 

102 

61 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_100831_pir S16260 

photosystem II oxygen-evolving complex protein 1 - common 
wheat x Sanduri wheat >gi_2184 4_emb_CAA40670_ (X57408) 
33kDa oxygen evolving protein of photosystem II [Triticum 
aestivum] 



OSS. 

u 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399625 

LIB3431-026-P1-K1-F2 

BLASTX 

g2407281 

632 

3.0e-66 

116 

99 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399626 

LIB3431-026-P1-K1-F4 

BLASTX 

gl32105 

567 

2.0e-58 

122 

87 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_24 07283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_22 6375j?rf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



51114 



Seq. No. 399627 

Seq. ID LIB3431 

Method BLASTX 

NCBI GI g733454 

BLAST score 431 

E value 1.0e-42 

Match length 103 

% identity 81 

NCBI Description (U23188 

[Zea ma 



•026-P1-K1-F7 



) chlorophyll a/b-binding apoprotein CP2 6 precursor 
ys] 



O 

m 



3 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



399628 

LIB3431-026-P1-K1-F8 

BLASTX 

g3859597 

275 

3.0e-24 

96 

54 

(AF104919) No definition line found [Arabidopsis thaliana] 
399629 

LIB3431-026-P1-K1-G1 

BLASTN 

gl619603 

316 

1.0e-178 

335 

99 

O.sativa mRNA for lipid transfer protein 

>gi_1667589_gb_U77295_OSU77295 Oryza sativa lipid transfer 
protein (LTP) mRNA, complete cds 

399630 

LIB3431-026-P1-K1-G10 

BLASTX 

g3242708 

414 

2.0e-40 

144 

56 

(AC003040) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

399631 

LIB3431-026-P1-K1-G11 

BLASTX 

g2624326 

245 

8.0e-21 

56 

86 

(AJ002893) OsGRPl [Oryza sativa] 
399632 

LIB3431-026-P1-K1-G2 
BLASTX 



51115 



NCBI GI 


g2306981 


BLAST score 


143 


E value 


4.0e-09 


Match length 


23 


% identity 


100 


NCBI Description 


(AF010321) photosystem I antenna protein [Oryza sativa; 


Seq. No. 


399633 


Seq. ID 


LIB3431-026-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


gl617206 


BLAST score 


158 


E value 


1.0e-10 


Match length 


47 


% identity 


64 


NCBI Description 


(Z72489) CP12 [Pisum sativum] 


Seq. No. 


399634 


Seq. ID 


LIB3431-026-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


gooooooo 


BLAST score 


357 


E value 


8.0e-34 


Match length 


115 


% identity 


68 


NCBI Description 


(AF093632) high mobility group protein [Oryza sativa] 


Seq. No. 


399635 


Seq. ID 


LIB3431-026-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


gl31192 


BLAST score 


441 


E value 


1.0e-43 


Match length 


128 


% identity 


70 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT V PRECURSOR 



(PHOTOSYSTEM I 9 KD PROTEIN) (PSI-G) >gi 100606 pir S20937 
photosystem I chain V precursor - barley 

>gi_19091_emb_CAA42727_ (X60158) photosystem I polypeptide 
PSI-G precursor [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399636 

LIB3431-026-P1-K1-G7 

BLASTX 

gll5787 

668 

2.0e-70 

134 

96 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 
Seq. ID 



399637 

LIB3431-026-P1-K1-G8 



51116 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g!29915 

492 

8.0e-50 

104 

92 

PHOSPHOGLYCERATE KINASE, CHLOROPLAST PRECURSOR 

>gi_66912j>ir TVWTGC phosphoglycerate kinase (EC 2.7.2.3) 

precursor, chloroplast - wheat >gi_21833_emb_CAA33303_ 
(X15233) phosphoglycerate kinase (AA 1 - 480) [Triticum 
aestivum] >gi_3293043_emb_CAA51931_ (X73528) 
phosphoglycerate kinase [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399638 

LIB3431-026-P1-K1-G9 

BLASTX 

gl31176 

299 

5.0e-27 

58 

98 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT IV PRECURSOR 
(PHOTOSYSTEM I 10.8 KD POLYPEPTIDE) (PSI-E) 

>gi_72683jpir F1BH4 photosystem I chain IV precursor - 

barley >gi_19087_eirib_CAA68782_ (Y00966) psa2 preprotein (AA 

-46 to 101) [Hordeum vulgare] >gi_226163_prf 1413233A 

10.8kD photosystem I protein [Hordeum vulgare var. 
distichum] 



Seq. No. 


399639 


Seq. ID 


LIB3431-026-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g3292814 


BLAST score 


298 


E value 


7.0e-27 


Match length 


80 


% identity 


,68 


NCBI Description 


(AL031018) putative prot< 


Seq. No. 


399640 


Seq. ID 


LIB3431-026-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


g3411227 


BLAST score 


402 


E value 


3.0e-39 


Match length 


84 


% identity 


90 


NCBI Description 


(AF078874) NBS-LRR type < 




[Avena sativa] 


Seq. No. 


399641 


Seq. ID 


LIB3431-026-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


g3913018 


BLAST score 


694 


E value 


2.0e-73 


Match length 


140 



51117 



% identity 

NCBI Description 



100 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
(ALDP) >gi_218155_dbj_BAA02730_ (D13513) chloroplastic 
aldolase [Oryza sativa] 



Seq. No. 


399642 


Seq. ID 


LIB3431-026-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g5007084 


BLAST score 


383 


E value 


3.0e-37 


Match length 


90 


% identity 


80 


NCBI Description 


(AF155333) NADP-specif ic i: 




sativa] 


Seq. No. 


399643 


Seq. ID 


LIB3431-026-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g3176725 


BLAST score 


200 


E value 


2.0e-15 


Match length 


98 


% identity 


41 


NCBI Description 


(AC002392) unknown protein 


Seq. No. 


399644 


Seq. ID 


LIB3431-026-P1-K1-H8 . 


Method 


BLASTX 


NCBI GI 


g2754849 


BLAST score 


248 


E value 


5.0e-21 


Match length 


55 


% identity 


87 


NCBI Description 


(AF039000) putative serine- 




[Fritillaria agrestis] 



Seq. No. 


399645 


Seq. ID 


LIB3431-026-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


g!617197 


BLAST score 


304 


E value 


1.0e-27 


Match length 


76 


% identity 


76 


NCBI Description 


(Z72488) CP12 [Nicotiana 


Seq. No. 


399646 


Seq. ID 


LIB3431-026-P1-N1-A1 


Method 


BLASTN 


NCBI GI 


g3777599 


BLAST score 


44 


E value 


2.0e-15 


Match length 


155 


% identity 


88 


NCBI Description 


Oryza sativa clone LS101 



iriRNA, nuclear gene encoding chloroplast protein, partial 



51118 



cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399647 

LIB3431-026-P1-N1-A10 

BLASTX 

gl34034 

220 

8.0e-18 
.61 
67 

30S RIBOSOMAL PROTEIN S30, CHLOROPLAST PRECURSOR (CS-S5) 
(CSS) (S22) (RIBOSOMAL PROTEIN 1) (PSRP-1) 

>gi_27 9640_pir R3SPS5 ribosomal protein CS-S22 precursor, 

chloroplast - spinach >gi_12316_emb_CAA41960_ (X59270) 
chloroplast ribosomal protein S22 [Spinacia oleracea] 
>gi_18031_emb_CAA33403_ (X15344) spinach S22 r-protein 
[Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399648 

LIB3431-026-P1-N1-A11 

BLASTX 

g3345477 

226 

2.0e-18 

42 

100 

(AB016283) carbonic anhydrase [Oryza sativa] 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399649 

LIB3431-026-P1-N1-A12 

BLASTX 

g421916 

167 

1.0e-ll 

30 

100 

chlorophyll a/b-binding protein - English ivy (fragment) 
>gi_12582_emb_CAA48410_ (X68333) light harvesting 
chlorophyll a /b binding protein [Hedera helix] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399650 

LIB3431-026-P1-N1-A2 

BLASTX 

g671740 

345 

2.0e-32 

65 

98 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



399651 

LIB3431-026-P1-N1-A3 

BLASTX 

g2462750 

240 

4.0e-20 



51119 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



65 
69 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 

399652 

LIB3431-026-P1-N1-A4 

BLASTX 

gl32105 

277 

2.0e-24 

53 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

399653 

LIB3431-026-P1-N1-A5 

BLASTX 

g3345477 

210 

1.0e-16 

40 

97 

(AB016283) carbonic anhydrase [Oryza sativa] 
399654 

LIB3431-026-P1-N1-A6 

BLASTX 

g4538920 

226 

2.0e-18 

59 

81 

(AL049483) nitrogen fixation like protein [Arabidopsis 
thaliana] 

399655 

LIB3431-026-P1-N1-A7 

BLASTX 

g3913437 

196 

2.0e-15 

41 

85 

PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
HELICASE >gi_1402875_emb_CAA66825_ (X98130) RNA helicase 
[Arabidopsis thaliana] >gi_14 95271_emb_CAA66613_ (X97970) 
RNA helicase [Arabidopsis thaliana] 



51120 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399656 

LIB3431-026-P1-N1-A8 

BLASTX 

gl32105 

301 

3.0e-27 

57 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


399657 


Seq. ID 


LIB3431-026-P1-N1-A9 


Method 


BLAST N 


NCBI GI 


g2305114 


BLAST score 


295 


E value 


1.0e-165 


Match length 


390 . 


% identity 


94 


NCBI Description 


Oryza sativa ferredoxin mRNA, complete 


Seq. No. 


399658 


Seq. ID 


LIB3431-026-P1-N1-B1 


Method 


BLASTN 


NCBI GI 


g5360229 


BLAST score 


393 


E value 


0.0e+00 


Match length 


393 


% identity 


100 


NCBI Description 


Oryza sativa mRNA for Ran, complete cds 


Seq. No. 


399659 


Seq. ID 


LIB3431-026-P1-N1-B10 


Method 


BLASTX 


NCBI GI 


gl617197 


BLAST score 


230 


E value 


5.0e-19 


Match length 


49 


% identity 


86 


NCBI Description 


(Z72488) CP12 [Nicotiana tabacum] 


Seq. No. 


399660 


Seq. ID 


LIB3431-026-P1-N1-B12 


Method 


BLASTX 


NCBI GI 


g4588906 


BLAST score 


465 


E value 


2.0e-46 


Match length 


100 


% identity 


88 


NCBI Description 


(AF118149) ribosomal protein S7 [Secale 



51121 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399661 

LIB3431-026-P1-N1-B2 

BLASTN 

g5478796 

349 

0.0e+00 

431 

100 

Oryza sativa CAO mRNA for chlorophyll b synthase, partial 
cds 



ffz 
teal 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399662 

LIB3431-026-P1-N1-B3 

BLASTX 

g!173347 

250 

2.0e-21 

54 

94 

SEDOHEPTULOSE-1, 7-BISPHOSPHATASE,, CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) ( SED (1,7) P2ASE) 

>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265_emb_CAA4 6507_ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399663 

LIB3431-026-P1-N1-B4 

BLASTX 

gl835731 

359 

4.0e-34 

80 

88 

(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399664 

LIB3431-026-P1-N1-B5 

BLASTX 

gl835731 

359 

4.0e-34 

80 

88 

(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399665 

LIB3431-026-P1-N1-B6 

BLASTX 

g3929924 

292 

3.0e-26 

56 

98 

(AB020502) catalase [Oryza sativa] 



51122 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399666 

LIB3431-026-P1-N1-B8 

BLASTX 

g517500 

401 

4.0e-39 

97 

81 

(M87435) precursor of the oxygen evolving complex 17 kDa 

protein [Zea mays] >gi_444338_prf 1906386A photosystem II 

OE17 protein [Pisum sativum] 

399667 

LIB3431-026-P1-N1-C1 

BLASTX 

g2072555 

237 

9.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

399668 

LIB3431-026-P1-N1-C10 

BLASTX 

g5668640 

332 

6.0e-31 

97 

57 

(AL109619) putative protein [Arabidopsis thaliana] 
399669 

LIB3431-026-P1-N1-C12 

BLASTX 

g4455296 

241 

3.0e-20 

44 

89 

(AL035528) hypothetical protein [Arabidopsis thaliana] 
399670 

LIB3431-026-P1-N1-C3 

BLASTX 

gl32105 

301 

3.0e-27 

57 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 



51123 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

399671 

LIB3431-026-P1-N1-C4 

BLASTX 

g21839 

229 

7.0e-19 

47 

96 

(X57952) phosphoribulokinase [Triticum aestivum] 
399672 

LIB3431-026-P1-N1-C6 

BLASTN 

g2072726 

384 

0.0e+00 

399 

99 

0. sativa mRNA for Fd-GOGAT, partial, clone 0sGog2 
399673 

LIB3431-026-P1-N1-C7 

BLASTX 

g4512125 

243 

2.0e-20 

45 

100 

(AF133340) putative chlorophyll a/b-binding protein 
[Phalaenopsis sp. ' KCbutterf ly 1 ] 

399674 

LIB3431-026-P1-N1-C8 

BLASTX 

g606817 

178 

6.0e-13 

32 

100 

(U08404) carbonic anhydrase [Oryza sativa] 
>gi_5917783_gb_AAD56038.1_AF182806_l (AF182806) carbonic 
anhydrase 3 [Oryza sativa] 

399675 

LIB3431-026-P1-N1-D10 

BLASTX 

g4512125 

251 

2.0e-21 

47 

100 

(AF133340) putative chlorophyll a/b-binding protein 



51124 



[Phalaenopsis sp. f KCbutterf ly' ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399676 

LIB3431-026-P1-N1-D3 

BLASTX 

gl20661 

181 

3.0e-13 

45 

76 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A, CHLOROPLAST 
PRECURSOR >gi_170237 (M14417) glyceraldehyde-3-phosphate 
dehydrogenase A-subunit precursor [Nicotiana tabacum] 



£3 



Seq. No. 


399677 


Seq. ID 


LIB3431-026- 


Method 


BLASTX 


NCBI GI 


g3004565 


BLAST score 


337 


E value 


2.0e-31 


Match length 


94 


% identity 


67 


NCBI Description 


(AC003673) ] 


Seq. No. 


399678 


Seq. ID 


LIB3431-026* 


Method 


BLASTX 


NCBI GI 


g!15787 


BLAST score 


409 


E value 


6.0e-40 


Match length 


77 


% identity 


100 


NCBI Description 


CHLOROPHYLL 



CAB-2) (LHCP) >gi_82461j?ir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399679 

LIB3431-026-P1-N1-D6 

BLASTX 

g543939 

160 

9.0e-ll 

39 

85 

CHLOROPHYLL A-B BINDING PROTEIN CP24 PRECURSOR 

>gi_541819_pir S40210 chlorophyll a/b-binding protein CP24 

precursor - spinach >gi_437 991_emb_CAA81105 . 1_ (225886) 20 
kDa protein of CP24 precursor protein [Spinacia oleracea] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



399680 

LIB3431-026-P1-N1-D8 

BLASTX 

gl70131 

218 

1.0e-17 



51125 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



68 
59 

(M55322) ribosomal protein 30S subunit [Spinacia oleracea] 
399681 

LIB3431-026-P1-N1-D9 

BLASTX 

gll5794 

501 

9.0e-51 

100 

93 

CHLOROPHYLL A-B BINDING PROTEIN 13 PRECURSOR (LHCII TYPE 

III CAB-13) >gi_72748_pir CDT033 chlorophyll a/b-binding 

protein type III precursor (cab-13) - tomato 
>gi_19277_emb_CAA42818_ (X60275) LHCII type III 
[Lycopersicon esculentum] 

399682 

LIB3431-026-P1-N1-E10 

BLASTX 

g2673913 

306 

7.0e-28 

77 

75 

(AC002561) hypothetical protein [Arabidopsis thaliana] 
399683 

LIB3431-026-P1-N1-E11 

BLASTX 

g2055273 

201 

2.0e-15 

52 

71 

(D85339) hydroxypyruvate reductase [Arabidopsis thaliana] 
399684 

LIB3431-026-P1-N1-E12 

BLASTX 

g733454 

402 

4.0e-39 

81 

95 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



399685 

LIB3431-026-P1-N1-E6 

BLASTX 

g3345477 

177 

9.0e-13 

35 

100 



51126 



NCBI Description 



(AB016283) carbonic anhydrase [Oryza sativa] 



T 



Q 

O 



Seq. No. 


399686 


Seq. ID 


LIBJ4ol-Uzo-Pl-Nl-E / 


Method 


BLASTX 


NCBI GI 


gl617197 


BLAST score 


164 


E value 


3.0e-ll 


Match length 


33 


% identity 


88 


NCBI Description 


(Z72488) CP12 [Nicotiana tabacum] 


Seq. No. 


399687 


Seq. ID 


LIB3431-026-P1-N1-E8 


Method 


BLASTX 


NCBI GI 


g2754849 


BLAST score 


186 


E value 


8.0e-14 


Match length 


45 


% identity 


80 


NCBI Description 


(AF039000) putative serine-glyoxylate aminotransf < 




[Fritillaria agrestis] 


Seq. No. 


399688 


Seq. ID 


LIB3431-02 6-P1-N1-F11 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


431 


E value 


1.0e-42 


Match length 


82 


% identity 


99 


NCBI Description 


(AF061577) chlorophyll a/b binding protein [Oryza 


Seq. No. 


399689 


Seq. ID 


LIB3431-026-P1-N1-F12 


Method 


BLASTX 


NCBI GI 


g482311 


BLAST score 


508 


E value 


1.0e-51 


Match length 


99 


% identity 


100 


NCBI Description 


photosystem II oxygen-evolving complex protein 1 ■ 



(strain Nihonbare) >gi_739292_prf_ 
complex protein 1 [Oryza sativa] 



2002393A oxygen-evolving 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399690 

LIB3431-026-P1-N1-F2 

BLASTX 

gl32105 

301 

2.0e-27 

57 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 



51127 



£1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

399691 

LIB3431-026-P1-N1-F4 

BLASTX 

gl32105 

301 

2.0e-27 

57 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



01 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399692 

LIB3431-026-P1-N1-F7 

BLASTX 

g733454 

232 

3.0e-19 

48 

94 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

399693 

LIB3431-026-P1-N1-G11 

BLASTN 

g2624325 

140 

7.0e-73 

168 

96 

Oryza sativa mRNA for glycine-rich RNA-binding protiein 
(OsGRPl) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399694 

LIB3431-026-P1-N1-G12 

BLASTX 

g517500 

272 

5.0e-24 . . 

12 

79 

(M87435) precursor of the oxygen evolving complex 17 kDa 

protein [Zea mays] >gi_44 4338_prf 1906386A photosystem II 

OE17 protein [Pisum sativum] 



51128 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399695 

LIB3431-026-P1-N1-G2 

BLASTX 

gl076724 

364 

1.0e-34 

70 

94 

LHCI-680, photosystem I 
>gi_666054_emb_CAA5904 9_ 



antenna protein - barley 
(X84308) LHCI-680, photosystem I 



antenna protein [Hordeum vulgare] 
399696 

LIB3431-026-P1-N1-G4 

BLAST N 

g3885887 

423 

0.0e+00 

423 

100 

Oryza sativa high mobility group protein (HMG) mRNA, 
complete cds 

399697 

LIB3431-026-P1-N1-G5 

BLASTN 

g2306980 

112 

2.0e-56 

125 

98 

Oryza sativa photosystem I antenna protein (Lhca) mRNA, 
complete cds 

399698 

LIB3431-026-P1-N1-G6 

BLASTX 

g2130089 

222 

5.0e-18 

42 

93 

2-oxoglutarate/malate translocator (clone OMT103), 
mitochondrial membrane - proso millet 

>gi_1100743_dbj_BAA08105_ (D45075) 2-oxoglutarate/malate 
translocator [Panicum miliaceum] 

399699 

LIB3431-026-P1-N1-G7 

BLASTX 

g3036946 

300 

3.0e-27 

57 

100 

(AB012637) light harvesting chlorophyll a/b-binding protein 



51129 



[Nicotiana sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399700 

LIB3431-026-P1-N1-G8 

BLASTX 

g3738261 

428 

3.0e-42 

95 

92 

(AB018412) chloroplast phosphoglycerate kinase [Populus 
nigra] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399701 

LIB3431-026-P1-N1-G9 

BLASTX 

gl3117 6 

187 

6.0e-14 

37 

97 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT IV PRECURSOR 
(PHOTOSYSTEM I 10.8 KD POLYPEPTIDE) (PSI-E) 

>gi_72683__pir F1BH4 photosystem I chain IV precursor - 

barley >gi_19087_emb_CAA68782_ (Y00966) psa2 preprotein (AA 
-46 to 101) [Hordeum vulgare] >gi 226163 prf 1413233A 
10.8kD photosystem I protein [Hordeum vulgare var. 
distichum] 



Seq. No. 


399702 


Seq. ID 


LIB3431-026-P1-N1-H11 


Method 


BLASTX 


NCBI GI 


g3292814 


BLAST score 


232 


E value 


3.0e-19 


Match length 


57 


% identity 


72 


NCBI Description 


(AL031018) putative protein 


Seq. No. 


399703 


Seq. ID 


LIB3431-026-P1-N1-H3 


Method 


BLASTX 


NCBI GI 


g4490715 


BLAST score 


147 


E value 


3.0e-09 


Match length 


99 


% identity 


34 


NCBI Description 


(AL035680) putative protein 


Seq. No. 


399704 


Seq. ID 


LIB3431-026-P1-N1-H4 


Method 


BLASTX 


NCBI GI 


g3913018 


BLAST score 


166 


E value 


2.0e-ll 


Match length 


33 


% identity 


100 



51130 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
(ALDP) >gi_218155_dbj_BAA02730_ (D13513) chloroplastic 
aldolase [Oryza sativa] 

399705 

LIB3431-026-P1-N1-H5 

BLASTX 

g5007084 

224 

3.0e-18 

46 

100 

(AF155333) 
sativa] 



NADP-specific isocitrate dehydrogenase [Oryza 



Seq. No. 
'Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



399706 

LIB3431-026-P1-N1-H6 

BLASTX 

gl32105 

294 

2.0e-26 

56 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


399707 


Seq. ID 


LIB3431-026-P1-N1-H9 


Method 


BLASTX 


NCBI GI 


gl617197 


BLAST score 


212 


E value 


6.0e-17 


Match length 


44 


% identity 


89 


NCBI Description 


(Z72488) CP12 [Nicotiana tabacum] 


Seq. No. 


399708 


Seq. ID 


LIB3431-027-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


gll73347 


BLAST score 


283 


E value 


3.0e-25 


Match length 


58 


% identity 


88 


NCBI Description 


SEDOHEPTULOSE-1, 7-BISPHOSPHATASE, 



( SEDOHEPTULOSE-BI S PHOSPHATASE ) ( SBPASE ) ( SED (1,7) P2ASE ) 

>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265_emb_CAA46507_ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 
aestivum] 



51131 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399709 

LIB3431-027-P1-K1-A11 

BLASTX 

g4557229 

223 

4.0e-18 

112 

35 

angio-associated, migratory cell protein 

>gi_3121739_sp_Q13685_AAMP_HUMAN ANGIO-ASSOCIATED MIGRATORY 

CELL PROTEIN >gi_2134759_pir 139383 angio-associated 

migratory cell protein - human >gi_870803 (M95627) 
angio-associated migratory cell protein [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399710 

LIB3431-027-P1-K1-A12 

BLASTX 

g2493650 

638 

7.0e-67 

139 

95 

RUBISCO SUBUNIT BINDING- PROTEIN BETA SUBUNIT (60 KD 
CHAPERONIN BETA SUBUNIT) (CPN-60 BETA) 
>gi_1167858_emb_CAA93139_ (Z68903) chaperonin [Secale 
cereale] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399711 

LIB3431-027-P1-K1-A3 

BLASTX 

g417103 

541 

2.0e-55 

124 

88 

HIS TONE H3.2, MINOR >gi_282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_4 04825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA58445_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_40384 69_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_44 90754_emb_CAB38916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_44 90755_emb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 
>gi_6006364_dbj_BAA84794.1_ (AP000559) EST D15300 (C0425) 
corresponds to a region of the predicted gene.; Similar to 
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histone H3 (AB015760) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399712 

LIB3431-027-P1-K1-A4 

BLASTX 

g606817 

378 

1.0e-39 

128 

70 

(U08404) carbonic anhydrase [Oryza sativa] 
>gi_5917783_gb_AAD56038.1_AF182806_l (AF182806) carbonic 
anhydrase 3 [Oryza sativa] 



Seq. No. 


399713 


Seq. ID 


LIB3431-027-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g2388689 


BLAST score 


270 


E value 


1.0e-23 


Match length 


67 


% identity 


76 


NCBI Description 


(AF016633) GH1 protein [Glycine 


Seq. No. 


399714 


Seq. ID 


LIB3431-027-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


g320618 


BLAST score 


599 


E value 


3.0e-62 


Match length 


131 


% identity 


87 


NCBI Description 


chlorophyll a/b-binding protein 



I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611j?rf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399715 

LIB3431-027-P1-K1-A7 

BLASTX 

gll73347 

802 

5.0e-86 

153 

95 

SEDOHEPTULOSE-1, 7-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) (SED (1,7) P2ASE) 

>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265_emb_CAA4 6507_ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 
aestivum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



399716 

LIB3431-027-P1-K1-A8 

BLASTX 

g733454 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



476 

5.0e-70 

137 

93 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

399717 

LIB3431-027-P1-K1-A9 

BLASTN 

g3885891 

144 

3.0e-75 

197 

99 

Oryza sativa photos ys t em- 1 F subunit precursor (PSI-F) 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399718 

LIB3431-027-P1-K1-B1 

BLASTN 

g21843 

195 

1.0e-105 

412 

87 

Wheat PsbO mRNA for 33kDa oxygen evolving protein of 
photosystem II 

399719 

LIB3431-027-P1-K1-B10 

BLASTX 

g2500959 

424 

1.0e-41 

133 

62 

ALANYL-TRNA SYNTHETASE (ALANINE--TRNA LIGASE) (ALARS) 
>gi_l 65361 l_dbj_BAA18 52 3_ (D90915) alanyl-tRNA synthetase 
[Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399720 

LIB3431-027-P1-K1-B11 

BLASTX 

g3023816 

474 

1.0e-47 

90 

100 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
>gi_968996 (U31676) glyceraldehyde-3-phosphate 
dehydrogenase [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



399721 

LIB3431-027-P1-K1-B4 

BLASTX 

g2130127 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



447 

2.0e-44 

99 

90 

ferritin 1 precursor - maize >gi_1103628_emb_CAA5814 6_ 
(X83076) ferritin [Zea mays] 

399722 

LIB3431-027-P1-K1-B5 

BLASTX 

gl32105 

257 

3.0e-29 

66 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKR2S9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

399723 

LIB3431-027-P1-K1-B6 

BLASTX 

gl32105 

614 

6.0e-64 

132 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094 jpir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1/ 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

399724 

LIB3431-027-P1-K1-B7 

BLASTX 

gl31388 

358 

6.0e-34 

121 

65 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_100831_pir S16260 

photosystem II oxygen-evolving complex protein 1 - common 
wheat x Sanduri wheat >gi_21844_emb_CAA40670_ (X57408) 
33kDa oxygen evolving protein of photosystem II [Triticum 
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aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399725 

LIB3431-027-P1-K1-B8 

BLASTX 

g462195 

325 

4.0e-30 

62 

100 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

>gi_100682_pir S21636 GOS2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) GOS2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399726 

LIB3431-027-P1-K1-C10 

BLASTX 

gl707998 

297 

9.0e-27 

92 

66 

SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 

(SHMT) >gi_481944_pir S40218 glycine 

hydroxymethyltransf erase (EC 2.1.2.1) - potato 
>gi_438247_emb_CAA81082_ (Z25863) glycine 
hydroxymethyltransf erase [Solanum tuberosum] 



Seq. No. 


399727 


Seq. ID 


LIB3431-027-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g3482977 


BLAST score 


273 


E value 


5.0e-24 


Match length 


138 


% identity 


46 


NCBI Description 


(AL031369) putative proti 


Seq. No. 


399728 


Seq. ID 


LIB3431-027-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


gl00796 


BLAST score 


752 


E value 


4.0e-80 


Match length 


152 


% identity 


94 


NCBI Description 


phosphoribulokinase (EC i 


Seq. No. 


399729 


Seq. ID 


LIB3431-027-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g82080 


BLAST score 


336 


E value 


1.0e-35 



2.7.1.19) - wheat 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



118 
68 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

399730 

LIB3431-027-P1-K1-C4 

BLASTX 

gl669341 

219 

1.0e-17 

133 

41 

(D45066) AOBP (ascorbate oxidase promoter-binding protein) 
[Cucurbita maxima] 



P 



a 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399731 

LIB3431-027-P1-K1-C5 

BLASTX 

g4585882 

498 

2.0e-50 

150 

64 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

399732 

LIB3431-027-P1-K1-C6 

BLASTX 

g5922612 

282 

5.0e-25 

127 

46 

(AP000492) EST AU078118 (E3904 ) corresponds to a region of 
the predicted gene.; similar to Arabidopsis thaliana BAC 
IG002P16; No definition line found. (AF007270) [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399733 

LIB3431-027-P1-K1-C9 

BLASTX 

g671740 

219 

1.0e-17 

48 

88 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



399734 

LIB3431-027-P1-K1-D1 

BLASTX 

g2244926 

292 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-26 

98 

58 

(Z97339) glutaredoxin homolog [Arabidopsis thaliana] 
399735 

LIB3431-027-P1-K1-D12 

BLASTX 

gl617197 

304 

1.0e-27 

76 

76 

(Z72488) CP12 [Nicotiana tabacum] 



399736 

LIB3431-027-P1-K1-D2 

BLASTX 

g2306981 

530 

4.0e-54 

96 

98 

(AF010321) photosystem 



I antenna protein [Oryza sativa] 



399737 

LIB3431-027-P1-K1-D4 

BLASTN 

g304219 

78 

1.0e-35 

161 

87 

Hordeum vulgare chloroplast photosystem I 
mRNA, complete cds 



PSK-I subunit 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399738 

LIB3431-027-P1-K1-D7 

BLASTX 

gl661160 

458 

1.0e-45 

101 

84 

(U74295) chlorophyll a/b binding protein [Oryza sativa] 
399739 

LIB3431-027-P1-K1-D8 

BLASTX 

g3036951 

343 

1.0e-36 

80 

100 

(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 
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00 



s 

□ 

o 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399740 

LIB3431-027-P1-K1-E1 

BLASTX 

g2570511 

163 

3.0e-22 

67 

78 

(AF022738) chlorophyll a-b binding protein [Oryza sativa] 
399741 

LIB3431-027-P1-K1-E10 

BLASTX 

g4678948 

192 

2.0e-14 

117 

41 

(AL049711) putative protein [Arabidopsis thaliana] 
399742 

LIB3431-027-P1-K1-E11 

BLASTX 

gl70131 

260 

2.0e-22 

66 

68 

(M55322) ribosomal protein 30S subunit [Spinacia oleracea] 
399743 

LIB3431-027-P1-K1-E12 

BLASTX 

gl32105 

702 

3.0e-74 

136 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094 j?ir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399744 

LIB3431-027-P1-K1-E4 

BLASTX 

g2570515 

569 

1.0e-58 

130 

86 

(AF022740) glycolate oxidase [Oryza sativa] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399745 

LIB3431-027-P1-K1-E6 
BLASTX 
g5354158 
384 

3.0e-43 
140 
64 

(AF14 9841) digalactosyldiacylglycerol synthase 
thaliana ] >gi_5 35 4 1 60_gb_AAD4 2379. 1_AF1 4 984 2_1 
digalactosyldiacylglycerol synthase [Arabidopsis thaliana ] 
>gi_6041825_gb_AAF02140.1_AC009918__12 (AC009918) 
digalactosyldiacylglycerol synthase [Arabidopsis thaliana] 



[Arabidopsis 
(AF149842) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399746 

LIB34 31-027-P1-K1-E7 

BLASTX 

g729668 

241 

3.0e-20 

68 

63 

HISTONE HI >gi_2147479_pir S65059 histone HI, 

drought-inducible - Lycopersicon pennellii >gi_436823 
(U01890), Solanum pennellii histone HI [Solanum pennellii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399747 

LIB3431-027-P1-K1-E8 

BLASTX 

gl835731 

412 

3.0e-40 

89 

88 

(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399748 

LIB3431-027-P1-K1-E9 

BLASTX 

g3885894 

464 

2.0e-46 

110 

82 

(AF093635) photosystem-1 H subunit GOS5 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399749 

LIB3431-027-P1-K1-F1 

BLASTX 

gl076722 

667 

4.0e-70 

144 

90 

hypothetical protein 



- barley (fragment) 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value- 
Match length 
% identity 
NCBI Description 



399750 

LIB3431-027-P1-K1-F10 

BLASTX 

gl777961 

504 

5.0e-51 

154 

58 

(U56406) methyl jasmonate-inducible lipoxygenase 2 [Hordeum 
vulgare] 

399751 

LIB3431-027-P1-K1-F11 

BLASTX 

g2072555 

237 

9.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399752 

LIB3431-027-P1-K1-F12 

BLASTX 

g3510256 

157 

2.0e-10 

106 

32 

(AC005310) unknown protein [Arabidopsis thaliana] 
399753 

LIB3431-027-P1-K1-F2 

BLASTX 

g3204108 

570 

8.0e-59 

118 

87 

(AJ006764) putative deoxycytidylate deaminase [Cicer 
arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399754 

LIB3431-027-P1-K1-F3 

BLASTX 

gl32105 

666 

5.0e-70 

142 

89 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase {EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
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carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399755 

LIB3431-027-P1-K1-F4 

BLASTX 

g3789952 

307 

6.0e-28 

66 

88 

(AF094775) chlorophyll a/b-binding protein presursor 
sativa] 



[Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3-99756 

LIB3431-027-P1-K1-F5 

BLASTX 

gl076800 

717 

5.0e-76 

155 

87 

L-ascorbate peroxidase (EC 1.11.1.11), cytosolic isozyme - 
maize >gi_600116_emb_CAA84406_ (Z34934) cytosolic ascorbate 

peroxidase [Zea mays] >gi_1096503_prf 2111423A ascorbate 

peroxidase [Zea mays] 



Seq. No. 


399757 


Seq. ID 


LIB3431-027-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


531 


E value 


3.0e-54 


Match length 


101 


% identity 


100 


NCBI Description 


(U86018) photosystem IT 


Seq. No. 


399758 - 


Seq. ID 


LIB3431-027-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


671 


E value 


1.0e-70 


Match length 


126 


% identity 


100 


NCBI Description 


(AF061577) chlorophyll , 


Seq. No. 


399759 


Seq. ID 


LIB3431-027-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


g6066383 


BLAST score 


236 


E value 


5.0e-20 


Match length 


49 


% identity 


98 



10 kDa polypeptide [Oryza sativa] 
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NCBI Description 



(AJ011926) Mg-protoporphyrin IX [Hordeum vulgare] 



01 

m 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399760 

LIB3431-027-P1-K1-G1 

BLASTX 

g2624328 

542 

2.0e-55 

118 

90 

(AJ002894) 0sGRP2 [Oryza sativa] 
399761 

LIB3431-027-P1-K1-G10 

BLASTX 

g3935168 

292 

3.0e-26 

125 

53 

(AC004557) F17L21.11 [Arabidopsis thaliana] 
399762 

LIB3431-027-P1-K1-G11 

BLASTX 

g3789952 

698 

8.0e-74 

139 

98 

(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 



U 

O 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399763 

LIB3431-027-P1-K1-G12 

BLASTX 

g3789954 

840 

2.0e-90 

154 

100 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



399764 

LIB3431-027-P1-K1-G4 

BLASTX 

g2832672 

263 

9.0e-23 

55 

95 

(AL021712) nifU-like protein [Arabidopsis thaliana] 
399765 

LIB3431-027-P1-K1-G5 
BLASTX 



51143 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g5103831 
281 

5.0e-25 

94 

60 

(AC007591) ESTs gb_H37032, gb_R6425 / gb_Z34651, gb_N37268, 
gb_AA713172 and gb_Z34241 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 
Method 
NCBI GI 



399766 

LIB3431-027-P1-K1-G6 

BLASTN 

g3075487 

157 

5.0e-83 

157 

100 

Oryza sativa chlorophyll a/b-binding protein (RCABP69) 
mRNA, complete cds 

399767 

LIB3431-027-P1-K1-G7 

BLASTX 

g5815133 

183 

2.0e-13 

99 

37 

(AF169386) SPOll [Mus musculus] 
399768 

LIB3431-027-P1-K1-G8 

BLASTX 

g3763918 

236 

1.0e-19 

67 

70 

(AC004450) putative isopropylmalate dehydratase 
[Arabidopsis thaliana] 

399769 

LIB3431-027-P1-K1-H1 

BLASTX 

gll69544 

540 

3.0e-55 

154 

67 

ERD1 PROTEIN PRECURSOR >gi_541859j?ir JN0901 ERD1 protein 

- Arabidopsis thaliana >gi_4 97 629_dbj_BAA04506__ (D17582) 
ERD1 protein [Arabidopsis thaliana] 

399770 

LIB3431-027-P1-K1-H11 

BLASTX 

g3075488 



51144 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



572 

1.0e-65 

139 

91 

(AF058796) chlorophyll a/b-binding protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399771 

LIB3431-027-P1-K1-H12 

BLASTX 

g3789954 

148 

2.0e-19 

118 

53 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 



Li 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399772 

LIB3431-027-P1-K1-H3 

BLASTX 

g4587571 

425 

8.0e-42 

104 

75 

(AC006550) Belongs to the PF_01027 Uncharacterized protein 
family UPF0005 with 7 transmembrane domains. [Arabidopsis 
thaliana] 



La 

3— 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399773 

LIB3431-027-P1-K1-H5 

BLASTX 

gll5796 

721 

2.0e-76 

138 

98 

CHLOROPHYLL A-B BINDING PROTEIN PRECURSOR (LHCII TYPE I 
CAB) (LHCP) >gi_218174_dbj_BAA00537_ (D00642) type II 
light-harvesting chlorophyll a/b-binding protein [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399774 

LIB3431-027-P1-K1-H6 

BLASTX 

g3789954 

186 

2.0e-14 

64 

61 

(AF094776) 
sativa] 



chlorophyll a/b-binding protein precursor [Oryza 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



399775 

LIB3431-027-P1-K1-H7 

BLASTX 

g3881189 



51145 



y3 

m 

C3 

2 s 

BSE? 

s 

5™"™ 
□ 

d 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor - rice 

type I light-harvesting 



489 

3.0e-49 

144 

61 

(Z99281) similar to ADP-ribosylation factor; cDNA EST 
EMBL:C0817 9 comes from this gene; cDNA EST EMBL:C08337 
comes from this gene; cDNA EST EMBL:C09829 comes from this 
gene; cDNA EST yk291b4.5 comes from this gene; cDNA EST y 

399776 

LIB3431-027-P1-K1-H8 

BLASTX 

g320618 

489 

2.0e-49 

109 

85 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

399777 

LIB34 31-027-P1-K1-H9 

BLASTX 

g482311 

731 

1.0e-77 

142 

100 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 

399778 

LIB3431-027-P1-N1-A1 

BLASTX 

g687677 

230 

4.0e-19 

51 

86 

(U19925) unknown [Arabidopsis thaliana] 
399779 

LIB3431-027-P1-N1-A11 

BLASTX 

g3413423 

169 

7.0e-12 

64 

48 

(AJ006309) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



399780 

LIB3431-027-P1-N1-A12 



51146 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2493650 

299 

5.0e-36 

90 

77 

RUBISCO SUBUNIT BINDING-PROTEIN BETA SUBUNIT (60 KD 
CHAPERONIN BETA SUBUNIT) (CPN-60 BETA) 
>gi_1167858_emb_CAA93139_ (Z68903) chaperonin [Secale 
cereale] 



m 

i 



Seq. No. 


399781 


Seq. ID 


LIB3431-027-P1-N1-A3 




BLASTX 


NCBI GI 


g4574208 


BLAST score 


265 


E value 


4.0e-23 


Match length 


53 


% identity 


100 


NCBI Description 


(AF093108) histone H3 [Tortula ruralis] 


Seq. No. 


399782 


Seq. ID 


LIB3431-027-P1-N1-A4 


Method 


BLASTX 




a3345477 


BLAST score 


177 


E value 


9.0e-13 


Match length 


41 


% identity 


85 


NCBI Description 


(AB016283) carbonic anhydrase [Oryza sativa] 


Seq. No. 


399783 


Seq. ID 


LIB3431-027-P1-N1-A6 


Method 


BLAST N 


NCBI GI 


g20177 


BLAST score 


399 


E value 


0.0e+00 


Match length 


433 


% identity 


99 


NCBI Description 


Rice cablR gene for light harvesting chlorophyll 




a/b-binding protein 


Seq. No. 


399784 


Seq. ID 


LIB3431-027-P1-N1-A7 


Method 


BLASTX 


NCBI GI 


g!173347 


BLAST score 


284 


E value 


2.0e-25 


Match length 


61 


% identity 


95 



NCBI Description 



SEDOHEPTULOSE-l,7-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) (SED(1,7) P2ASE) 

>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265_emb_CAA46507_ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 
aestivum] 



51147 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% Identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399785 

LIB3431-027-P1-N1-A8 

BLASTX 

g733454 

271 

8.0e-24 

56 

95 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

399786 

LIB3431-027-P1-N1-A9 

BLASTX 

g3885892 

338 

1.0e-31 

65 

100 

(AF093634) photosystem-1 F subunit precursor [Oryza sativa] 
399787 

LIB3431-027-P1-N1-B1 

BLASTX 

g482311 

186 

6.0e-14 

36 

100 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



399788 

LIB3431-027-P1-N1-B10 

BLASTN 

gl69798 

42 

3.0e-14 

94 

86 

Oryza sativa 16.9 kDa heat shock protein gene, complete cds 
399789 

LIB3431-027-P1-N1-B2 

BLASTX 

g482311 

154 

4.0e-10 

44 

73 

photosystem II oxygen-evolving complex protein. 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 

399790 

LIB3431-027-P1-N1-B3 



51148 



m 



□ 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



BLASTN 

g6006355 

351 

0.0e+00 

375 

98 

Oryza sativa genomic DNA, chromosome 6, clone : P04 93C11 
399791 

LIB3431-027-P1-N1-B4 

BLASTN 

g455510 

173 

3.0e-92 

201 

97 

Rice mRNA for ferritin, partial sequence 
399792 

LIB3431-027-P1-N1-B5 

BLASTX 

gl32105 

734 

6.0e-78 

160 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

399793 

LIB3431-027-P1-N1-B6 

BLASTX 

gl32105 

339 

1.0e-42 

89 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

399794 

LIB3431-027-P1-N1-B7 
BLASTX 



51149 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g482311 
345 

1.0e-32 

75 

91 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 



00 

n 



En 
□ 

pes 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399795 

LIB3431-027-P1-N1-B8 

BLASTN 

g3789949 

288 

1.0e-161 

292 

1*0 0 

Oryza sativa translation initiation factor (GOS2) mRNA, 
complete cds 

399796 

LIB3431-027-P1-N1-C10 

BLASTX 

gl346155 

168 

1.0e-ll 

33 

97 

SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL 1 PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 
(SHMT) >gi_481942jpir S40212 glycine 

hydroxymethyltransf erase (EC 2.1.2.1) - Flaveria pringlei 
>gi_437995_emb_CAA81078_ (Z25859) glycine 
hydroxymethyltransf erase [Flaveria pringlei] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399797 

LIB3431-027-P1-N1-C3 

BLASTX 

gll5813 

227 

1.0e-18 

53 

83 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB- 8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399798 

LIB3431-027-P1-N1-C5 

BLASTX 

gll5813 

243 

2.0e-20 

55 

85 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB- 8) >gi_19182_emb_CAA33330_ (X15258) Type III 



51150 



chlorophyll a/b-binding protein [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399799 

LIB3431-027-P1-N1-C8 

BLASTX 

g6063542 

225 

2.0e-18 

41 

98 

(AP000615) EST C74302 (E30840 ) corresponds to a region of 
the predicted gene.; similar to glyceraldehyde-3-phosphate 
dehydrogenase. (M64118) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399800 

LIB3431-027-P1-N1-C9 

BLASTN 

g218209 

41 

1.0e-13 

131 

81 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

pOSSS2106 



Seq. No. 


399801 


Seq. ID 


LIB3431-027-P1-N1-D1 


Method 


BLASTX 


NCBI GI 


g2244926 


BLAST score 


292 


E value 


3.0e-26 


Match length 


88 


% identity 


65 


NCBI Description 


(Z97339) glutaredoxin homolog [Arabidopsis 


Seq. No. 


399802 


Seq. ID 


LIB3431-027-P1-N1-D10 


Method 


BLASTX 


NCBI GI 


g4115337 


BLAST score 


201 


E value 


1.0e-15 


Match length 


41 


% identity 


16 


NCBI Description 


(L81141) ubiquitin [Pisum sativum] 


Seq. No. 


399803 


Seq. ID 


LIB3431-027-P1-N1-D12 


Method 


BLASTX 


NCBI GI 


gl617197 


BLAST score 


212 


E value 


6.0e-17 


Match length 


44 


% identity 


89 


NCBI Description 


(Z72488) CP12 [Nicotiana tabacum] 


Seq. No. 


399804 



51151 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI. Description 



LIB3431-027-P1-N1-D2 

BLASTX 

gl076724 

284 

2.0e-25 

56 

95 

LHCI-680, photosystem I antenna protein - barley 
>gi_666054_emb_CAA5904 9_ (X84308) LHCI-680, photosystem I 
antenna protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E- value 

Match length 

% identity 

NCBI Description 



399805 

LIB3431-027-P1-N1-D4 

BLASTX 

g548605 

484 

l.Oe-48 

126 

79 

PHOTOSYSTEM I REACTION CENTRE 
(LIGHT-HARVESTING COMPLEX I 7 



SUBUNIT X PRECURSOR 
KD PROTEIN) (PSI-K) 



>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399806 

LIB3431-027-P1-N1-D7 

BLASTX 

g3036951 

343 

2.0e-32 

65 

100 

(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

399807 

LIB3431-027-P1-N1-D8 

BLASTX 

g421916 

243 

1.0e-20 

45 
100 

chlorophyll a/b-binding protein - English ivy (fragment) 
>gi_12582_emb_CAA48410_ (X68333) light harvesting 
chlorophyll a /b binding protein [Hedera helix] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399808 

LIB3431-027-P1-N1-E1 

BLASTN 

g2570510 

150 

8.0e-79 

226 

92 

Oryza sativa chlorophyll a- 



b binding protein mRNA, complete 



51152 



cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399809 

LIB3431-027-P1-N1-E11 

BLASTX 

gl70131 

213 

5.0e-17 

61 

66 

(M55322) ribosomal protein 30S subunit [Spinacia oleracea] 



terf 

• ft 

m 

Jr* 
.1=1. 

u 

I* 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399810 

LIB3431-027-P1-N1-E12 

BLASTX 

gl32105 

169 

2.0e-20 

55 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj JBAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



fcrf 

o 



Seq. No. 


399811 


Seq. ID 


LIB3431-027-P1-N1-E4 


Method 


BLAST N 


NCBI GI 


g2570514 


BLAST score 


266 


E value 


1.0e-148 


Match length 


369 


% identity 


98 


NCBI Description 


Oryza sativa glycolate oxidase 


Seq. No. 


399812 


Seq. ID 


LIB3431-027-P1-N1-E5 


Method 


BLASTX 


NCBI GI 


g451193 


BLAST score 


284 


E value 


2.0e-25 


Match length 


87 


% identity 


66 


NCBI Description 


(L28008) wali7 [Triticum aesti 1 



>gi_1090845_prf 2019486B wali7 gene [Triticum aestivum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



399813 

LIB3431-027-P1-N1-E6 

BLASTX 

g5354158 

155 

3.0e-10 



51153 



Match length 

% identity 

NCBI Description 



42 
60 

(AF149841) digalactosyldiacylglycerol synthase [Arabidopsis 
thaliana] >gi_5354160_gb_AAD42379 . 1_AF149842_1 (AF149842) 
digalactosyldiacylglycerol synthase [Arabidopsis thaliana] 
>gi_6041825_gb_AAF02140.1_AC009918_12 (AC009918) 
digalactosyldiacylglycerol synthase [Arabidopsis thaliana] 



S 5 
*=« 

o 

q 



Seq. No. 


399814 


Seq. ID 


LIB3431-027-P1-N1-E8 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


359 


E value 


A C\ /-* Q A 

4 . ue— J4 


Match length 


80 


% identity 


88 


NCBI Description 


(U86018) photosystem II 10 kDa polypeptide 7 fOryza sativa; 


Seq. No. 


399815 


Seq. ID 


LIB3431-027-P1-N1-E9 


Method 


BLASTX 


NCBI GI 


g3885894 


BLAST score 


398 


E value 


1 . Qe-38 


Match length 


90 


% identity 


86 


NCBI Description 


(AF093635) photosystem-1 H subunit GOS5 [Oryza sativa] 


Seq. No. 


399816 


Seq. ID 


LIB3431-027-P1-N1-F1 


Method 


BLASTX 


NCBI GI 


g3328221 


BLAST score 


348 


E value 


7 . Oe-o o 


Match length 


69 


% identity 


93 


NCBI Description 


(AF076920) thioredoxin peroxidase [Secale cereale] 


Seq. No. 


399817 


Seq. ID 


LIB3431-027-P1-N1-F10 


Method 


BLASTX 


NCBI GI 


g2826842 


BLAST score 


268 


E value 


2.0e-23 


Match length 


75 


% identity 


63 


NCBI Description 


(AJ002236) loxc homologue [Lycopersicon pimpinelli folium; 


Seq. No. 


399818 


Seq. ID 


LIB3431-027-P1-N1-F11 


Method 


BLASTN 


NCBI GI 


g2072554 


BLAST score 


361 


E value 


0.0e+00 


Match length 


389 


% identity 


98 


NCBI Description 


Oryza sativa metalldthionein-like protein mRNA, complete 



51154 



cds 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399819 

LIB3431-027-P1-N1-F2 

BLASTX 

g3204108 

344 

2.0e-32 

94 

70 

(AJ006764) putative deoxycytidylate deaminase [Cicer 
arietinum] 



m 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399820 

LIB3431-027-P1-N1-F3 

BLASTN 

g2l8207 

195 

1.0e-105 

315 

90 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

pOSSS1139 

399821 

LIB3431-027-P1-N1-F4 

BLASTN 

g3789951 

134 

4.0e-69 

318 

86 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399822 

LIB3431-027-P1-N1-F5 

BLASTN 

g433216 

223 

1.0e-122 

232 

99 

Rice mRNA for ascorbate peroxidase (gene name SS622), 
partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399823 

LIB3431-027-P1-N1-F6 

BLASTX 

g!835731 

326 

3.0e-30 

73 

86 

(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 



51155 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399824 

LIB3431-027-P1-N1-F8 

BLASTX 

g3126854 

333 

5.0e-31 

63 

100 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
399825 

LIB3431-027-P1-N1-F9 

BLASTX 

g6066383 

236 

5.0e-20 

49 

98 

(AJ011926) Mg-protoporphyrin IX [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399826 

LIB3431-027-P1-N1-G1 

BLASTN 

g2624327 

319 

1.0e-179 

322 

100 

Oryza sativa mRNA for glycine rich RNA-binding protein 2 
(OsGRP2) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399827 

LIB3431-027-P1-N1-G11 

BLASTN 

g3789951 

193 

1.0e-104 

391 

95 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

399828 

LIB3431-027-P1-N1-G12 

BLASTX 

g3789954 

339 

9.0e-32 

63 

100 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 



Seq. No. 
Seq. ID 



399829 

LIB3431-027-P1-N1-G4 



51156 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2832672 

183 

2.0e-13 

37 

97 

(AL021712) nifU-like protein [Arabidopsis thaliana] 



399830 

LIB3431-027-P1-N1-G6 

BLASTN 

g3075487 

149 

3.0e-78 

157 

99 

Oryza sativa chlorophyll a/b-binding protein 
mRNA, complete cds 



(RCABP69) 



399831 

LIB3431-027-P1-N1-G8 

BLASTX 

g3763918 

225 

3.0e-18 

70 

64 

(AC004450) putative isopropylmalate dehydratase 
[Arabidopsis thaliana] 

399832 

LIB3431-027-P1-N1-H1 

BLASTX. 

g733454 

383 

6.0e-37 

80 

93 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

399833 

LIB3431-027-P1-N1-H11 

BLASTN 

g3075487 

310 

1.0e-174 

314 

100 

Oryza sativa chlorophyll a/b-binding protein (RCABP69) 
mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



399834 

LIB3431-027-P1-N1-H12 

BLASTX 

g517500 

347 



51157 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



9.0e-33 

87 

79 

(M87435) precursor of the oxygen evolving complex 17 kDa 

protein [Zea mays] >gi_444338_prf 1906386A photosystem II 

0E17 protein [Pisum sativum] 

399835 

LIB3431-027-P1-N1-H5 

BLASTX 

g3126854 

300 

2.0e-27 

57 

100 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
399836 

LIB3431-027-P1-N1-H6 

BLASTN 

g3789953 

227 

1.0e-125 

291 

95 

Oryza sativa chlorophyll a/b-binding protein precursor 
(Cab26) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

399837 

LIB3431-027-P1-N1-H7 

BLASTX 

g3881189 

292 

4.0e-26 

107 

48 

(Z99281) similar to ADP-ribosylation factor; cDNA EST 
EMBL:C08179 comes from this gene; cDNA EST EMBL:C08337 
comes from this gene; cDNA EST EMBL:C09829 comes from this 
gene; cDNA EST yk291b4.5 comes from this gene; cDNA EST y 

399838 

LIB3431-027-P1-N1-H9 

BLASTX 

g482311 

426 

6.0e-42 

84 

100 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 

399839 

LIB3431-028-P1-K1-A1 
BLASTX 



51158 





NCBI GI 


g2570497 




BLAST score 


O 1 J 




E value 


7.0e-36 




Match length 


76 




% identity 


97 




NCBI Description 


(AF022731) H protein subunit of glycine decarboxylase 






[Oryza sativa] 




Seq. No. 


399840 




Seq. ID 


LIB3431-028-P1-K1-A10 




Method 


BLASTX 




NCBI GI 


» to Aim 

g4ooU203 




BLAST score 


377 




E value 


4.0e-36 




Match length 


153 




% identity 


49 




NCBI Description 


(AF114171) TNP2-like protein [Sorghum bicolor] 




Seq. No. 


399841 


D 


Seq. ID 


LIB3431-028-P1-K1-A11 


y3 


Method 


BLASTN 


m 


XT/"' 1*1 T T" 

NCBI GI 


gbulo4 J7 




BLAST score 


35 


w 


E value 


5.0e-10 




Match length 


35 


$3 


% identity 


100 




NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


y i 


Seq. No. 


399842 


5 


Seq. ID 


LIB3431-028-P1-K1-A4 




Method 


BLASTX 




NCBI GI 


g4325041 




BLAST score 


630 




E value 


7.0e-66 




Match length 


144 




% identity 


88 


O 


NCBI Description 


(AF117339) FtsH-like protein Pftf precursor [Nicotiana 






tabacum] 




Seq. No. 


399843 




Seq. ID 


LIB3431-028-P1-K1-A6 




Method 


BLASTX 




NCBI GI 


gl835731 




BLAST score 


594 




E value 


1.0e-61 




Match length 


126 




% identity 


91 




NCBI Description 


(U86018) photosystem II 10 kDa polypeptide [Oryza sati^ 




Seq. No. 


399844 




Seq. ID 


LIB3431-028-P1-K1-A7 




Method 


BLASTX 




NCBI GI 


g4127348 




BLAST score 


289 




E value 


6.0e-26 




Match length 


117 




% identity 


51 



51159 



NCBI Description 



(AJ010449) glutathione transferase [Alopecurus myosuroides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399845 

LIB3431-028-P1-K1-A9 
BLASTX 
gl698548 
456 

2.0e-45 
137 
60 

(U58971) calmodulin-binding protein [Nicotiana tabacum] 
399846 

LIB3431-028-P1-K1-B1 
BLASTX 
g3345477 
147 

3.0e-09 
28 
100 

(AB016283) carbonic anhydrase [Oryza sativa] 
399847 

LIB3431-028-P1-K1-B10 
BLASTX 
g5921189 
364 

1.0e-34 
153 
49 

CYTOCHROME P450 71C4 >gi_550542_emb_CAA57425_ (X81831) 
cytochrome P450 [Zea mays] >gi_1850903_emb_CAA72196_ 
(Y11368) cytochrome p450 [Zea mays] 

399848 

LIB3431-028-P1-K1-B12 
BLASTX 
g320618 
408 

7.0e-40 
98 
81 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein- -fOryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 

type I light-harvesting 



Seq. No. 

Seq. ID 

Method 

NCBI GI • 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399849 

LIB3431-028-P1-K1-B2 

BLASTX 

g6002102 

322 

1.0e-29 

91 

68 

(AJ249833) Acyl-CoA binding- protein (ACBP) 



[Digitalis 



51160 



lanata] 



Seq. No. 


399850 






Method 


BLASTN 


NCBI GI 


g20262 


BLAST score 


69 


E value 


3.0e-30 


Match length 


89 


% identity 


94 


NCBI Description 


O.sativa light-induced mRNA 


Seq. No. 


399851 


Seq. ID 


LIB3431-028-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


g2499775 


BLAST score 


188 


E value 


5.0e-14 


Match length 


84 


% identity 


49 


NCBI Description 


51 KD FK506-BINDING PROTEIN 



CIS-TRANS I SOME RASE) (PPIASE) (ROTAMASE) >gi_915280 
(U16959) FKBP51 [Mus musculus] >gi__1020307 (U36220) FK506 
binding protein 51 [Mus musculus] 



Seq. No. 


399852 


Seq. ID 


LIB3431-028-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g5802955 


BLAST score 


194 


E value 


8.0e-15 


Match length 


79 


% identity 


47 


NCBI Description 


(AF178990) stress related protein 


Seq. No. 


399853 


Seq. ID 


LIB3431-028-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


g2734085 


BLAST score 


154 


E value 


5.0e-10 


Match length 


107 


% identity 


28 


NCBI Description 


(AF003136) contains similarity to 




[Caenorhabditis elegans] 


Seq. No. 


399854 


Seq. ID 


LIB3431-028-P1-K1-C12 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


35 


E value 


6.0e-10 


Match length . 


35 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 mRNA, complete < 


Seq. No. 


399855 



51161 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-028-P1-K1-C3 

BLASTN 

g5822826 

265 

1.0e-147 

.265 
100 

Oryza sativa Dl gene for alpha-subunit of GTP-binding 
protein, wild type, partial sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399856 

LIB3431-028-P1-K1-C4 

BLASTN 

g218171 

59 

1.0e-24 

139 
86 

Oryza sativa mRNA for type I light-harvesting chlorophyll 
a/b binding protein of photosystem II (LHCPII), complete 
cds 



u 

m 



Seq. No. 


399857 




Seq. ID 


LIB3431-028-P1-K1- 


-C5 


Method 


BLASTX 




NCBI GI 


gl835731 




BLAST score 


573 




E value 


3.0e-59 




Match length 


109 




% identity 


100 




NCBI Description 


(U86018) photosystem 


Seq. No. 


399858 




Seq. ID 


LIB3431-028-P1-K1- 


-C7 


Method 


BLASTX 




NCBI GI 


gl67097 




BLAST score 


313 




E value 


3.0e-41 




Match length 


102 




% identity 


83 




NCBI Description 


(M55449) ribulose 


1/ 


[Hordeum vulgare] 




Seq. No. 


399859 




Seq. ID 


LIB3431-028-P1-K1- 


-C8 


Method 


BLASTX 




NCBI GI 


g548770 




BLAST score 


755 




E value 


2.0e-80 




Match length 


145 




% identity 


100 





NCBI Description 



60S RIBOSOMAL PROTEIN L3 >gi_481228_pir S38359 ribosomal 

protein L3 - rice >gi_303853_dbj_BAA02155_ (D12630) 
ribosomal protein L3 [Oryza sativa] 



Seq. No. 
Seq. ID 



399860 

LIB3431-028-P1-K1-D1 



51162 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq.. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score; 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g6015437 

36 

1.0e-10 

36 

100 

Homo sapiens PEX1 mRNA, complete cds 
399861 

LIB3431-028-P1-K1-D11 

BLASTX 

g5441889 

661 

2.0e-69 

148 

89 

(AP000367) Similar to SEC7 protein, Saccharomyces 
cerevisiae, PIR2:S4 9764; Contains Immunoglobulins and major 
histocompatibility complex proteins signature. (AL022604) 
[Oryza sativa] 

399862 

LIB3431-028-P1-K1-D12 

BLASTX 

g82080 

422 

1.0e-41 

120 

68 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872j?rf 1609235A chlorophyll . a/b binding protein 

[Lycopersicon esculentum] 

399863 

LIB3431-028-P1-K1-D2 

BLASTX 

g2072555 

237 

9.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

399864 

LIB3431-028-P1-K1-D4 

BLASTX 

g548605 

435 

4.0e-43 

112 

80 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055j?ir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 



51163 



[Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
.NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399865 

LIB3431-028-P1-K1-D5 

BLASTN 

g3885891 

119 

2.0e-60 

156 

100 

Oryza sativa photosystem-1 F subunit precursor (PSI-F) 
mRNA, complete cds 

399866 

LIB3431-028-P1-K1-D6 

BLASTX 

g2501189 

164 

7.0e-12 

33 
91 

THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_2130146_pir S61419 thiamine biosynthetic enzyme thil-1 

- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 

399867 

LIB3431-028-P1-K1-D7 

BLASTX 

g3341692 

324 

6.0e-30 

141 

54 

(AC003672) unknown protein [Arabidopsis thaliana] 
399868 

LIB3431-028-P1-K1-D8 

BLASTX 

g2570511 

660 

9.0e-72 

138 

97 

(AF022738) chlorophyll a-b binding protein [Oryza sativa] 
399869 

LIB3431-028-P1-K1-D9 

BLASTX 

gl076800 

561 

1.0e-57 

121 

85 

L-ascorbate peroxidase (EC 1.11.1.11), cytosolic isozyme - 
maize >gi_600116_emb_CAA84406_ (Z34934) cytosolic ascorbate 
peroxidase [Zea mays] >gi_1096503_prf 2111423A ascorbate 



51164 



peroxidase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399870 

LIB3431-028-P1-K1-E1 

BLASTX 

gl32105 

699 

6.0e-74 

149 

89 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_j>rf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



si 



5=^ 

5 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399871 

LIB3431-028-P1-K1-E2 

BLASTX 

g2633727 

148 

2.0e-09 

137 

28 

(Z99111) ykrT [Bacillus subtilis] 
399872 

LIB3431-028-P1-K1-E3 

BLASTX 

g2570497 

565 

3.0e-58 

123 

93 

(AF022731) H protein subunit of glycine decarboxylase 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399873 

LIB3431-028-P1-K1-E4 

BLASTX 

gl661160 

382 

8.0e-37 

89 

80 

(U74295) chlorophyll a/b binding protein [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



399874 

LIB3431-028-P1-K1-E5 

BLASTX 

g836954 

452 

6.0e-45 



51165 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



154 
60 

(U20948) 



receptor protein kinase [Ipomoea trifida] 



399875 

LIB3431-028-P1-K1-E6 

BLASTN 

g3789953 

55 

5.0e-22 

77 

92 

Oryza sativa chlorophyll a/b-binding protein precursor 
(Cab26) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

399876 

LIB3431-028-P1-K1-E7 

BLASTX 

g3560529 

336 

2.0e-31 

87 

75 

(AF039598) light harvesting chlorophyll A/B binding protein 
[Prunus persica] 

399877 

LIB3431-028-P1-K1-E8 

BLASTX 

g2407281 

349 

7.0e-33 

65 

100 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

399878 

LIB3431-028-P1-K1-E9 

BLASTX 

g3329386 

334 

4.0e-31 

138 

47 

(AF038958) 
sapiens] 



synaptic glycoprotein SC2 spliced variant [Homo 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



399879 

LIB3431-028-P1-K1-F10 

BLASTX 

g2570511 

644 

3.0e-67 

136 

95 



51166 



NCBI Description 



(AF022738) chlorophyll a-b binding protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399880 

LIB3431-028-P1-K1-F11 

BLASTX 

g671740 

547 

4.0e-56 

101 

98 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399881 

LIB3431-028-P1-K1-F2 

BLASTX 

gl32672 

459 

8.0e-46 

97 

95 

CHLOROPLAST SOS RIBOSOMAL PROTEIN L14 >gi_71224_pir R5RZ14 

ribosomal protein L14 - rice chloroplast 
>gi_12023_emb_CAA33932_ (X15901) ribosomal protein L14 

[Oryza sativa] >gi_226644_prf 1603356BU ribosomal protein 

L14 [Oryza sativa] 



Seq. No. 


399882 


Seq. ID 


LIB3431-028-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


g5442410 


BLAST score 


243 


E value 


2.0e-20 


Match length 


108 


% identity 


48 


NCBI Description 


(AF159254) ascorbate peroxidase [Zantedeschia aethiopica] 


Seq. No. 


399883 


Seq. ID 


LIB3431-028-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


g548603 


BLAST score 


158 


E value 


1.0e-10 


Match length 


34 


% identity 


91 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 



(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_478404_pir JQ2247 photosystem I chain D precursor - 

barley >gi_167085 (M98254) PSI-D subunit [Hordeum vulgare] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



399884 

LIB3431-028-P1-K1-F6 

BLASTX 

g2673920 

248 

5.0e-21 
81 



51167 



% identity 

NCBI Description 



59 

(AC002561) similar to Drosophila couch potato protein 
[Arabidopsis thaliana] 



01 



Seq. No. 


399885 


Seq. ID 


LIB3431-028-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g3033382 


BLAST score 


257 


E value 


4.0e-22 


Match length 


101 


% identity 


49 


NCBI Description 


(AC004238) unknown prot< 


Seq. No. 


399886 


Seq. ID 


LIB3431-028-P1-K1-G1 


Method 


BLASTX 


NCBI GI 


g6006894 


BLAST score 


404 


E value 


2.0e-39 


Match length 


113 


% identity 


.75 


NCBI Description 


(AC008153) unknown prot« 






Seq. ID 


LIB3431-028-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


gl68523 


BLAST score 


274 


E value 


3.0e-24 


Match length 


113 


% identity 


55 


NCBI Description 


(M314 8 3 ) glyceraldehyde- 




[Zea mays] 


Seq. No. 


399888 


Seq. ID 


LIB3431-028-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 


E value 


7.0e-20 


Match length 


44 


% identity 


100 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

399889 

LIB3431-028-P1-K1-G2 

BLASTX 

g2293480 

413 

1.0e-40 

86 

93 

(AF011331) glycine-rich protein [Oryza sativa] 



51168 



Seq. No. 


399890 


Seq. ID 


LIB3431-028-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g5902394 


BLAST score 


ICC 

155 


E value 


3.0e-10 


Match length 


37 


% identity 


86 


NCBI Description 


(AC008148) Putative phosphoglucomutase [Arabidopsis 




thaliana] 


Seq. No. 


399891 


Seq. ID 


LIB3431-028-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


gji^Doo4 


BLAST score 


645 


E value 


1.0e-67 


Match length 


121 


% identity 


100 


NCBI Description 


(AF061577) chlorophyll a/b binding protein [Qryza sativa] 


Seq. No. 


399892 


Seq. ID 


LIB3431-028-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


gjooouy x 


BLAST score 


519 


E value 


8.0e-53 


Match length 


149 


% identity 


14 


NCBI Description 


(AC004667) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


399893 


Seq. ID 


LIB3431-028-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


g2780746 


BLAST score 


717 


E value 


5.0e-76 


Match length 


138 


% identity 


100 


NCBI Description 


(AB005290) plastid RNA polymerase sigma factor [Oryza 




sativa] 


Seq. No. 


399894 


Seq. ID 


LIB3431-028-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g /lUoUo 


BLAST score 


699 


E value 


6.0e-74 


Match length 


153 


% identity 


88 


NCBI Description 


(U11693) victorin binding protein [Avena sativa] 


Seq. No. 


399895 


Seq. ID 


LIB3431-028-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g4510406 


BLAST score 


174 



51169 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI • 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI" 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



V 

1.0e-12 

104 

48 

(AC006587) putative protein kinase [Arabidopsis thaliana] 
399896 

LIB3431-028-P1-K1-H1 

BLASTX 

g586038 

537 

6.0e-55 

148 

72 

SIGNAL RECOGNITION PARTICLE 54 KD PROTEIN, CHLOROPLAST 
PRECURSOR (SRP54) (54 CHLOROPLAST PROTEIN) (54CP) (FFC) 

>gi_480296_pir S36637 signal recognition particle 54CP 

protein precursor - Arabidopsis thaliana 
>gi_396701_emb_CAA79981.1_ (Z21970) 54CP [Arabidopsis 
thaliana] 

399897 

LIB3431-028-P1-K1-H10 

BLASTX 

gl32105 

609 

2.0e-63 

131 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

399898 

LIB3431-028-P1-K1-H11 

BLASTX 

gl!70606 

314 

8.0e-29 

81 

77 

ADENYLATE KINASE, CHLOROPLAST (ATP -AMP TRANSPHOSPHORYLASE) 

>gi_629863_pir S45634 adenylate kinase (EC 2.7.4.3), 

chloroplast - maize >gi_3114421_pdb_lZAK_A Chain A, 
Adenylate Kinase From Maize In Complex With The Inhibitor 
PI, P5-Bis (Adenosine-5'-)pentaphosphate (Ap5a) 
>gi_3114422_pdb_lZAK_B Chain B, Adenylate Kinase From Maize 
In Complex With The Inhibitor 
PI, P5-Bis (Adenosine-5'-)pentaphosphate (Ap5a) 

399899 

LIB3431-028-P1-K1-H12 



51170 



• 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 
g20262 
186 

1.0e-100 

333 
90 

O.sativa light-induced mRNA 
399900 

LIB3431-028-P1-K1-H2 

BLASTX 

g2499614 

720 

2.0e-76 

146 

90 

MITOGEN -ACT I VAT ED PROTEIN KINASE HOMOLOG NTF3 (P43) 

>gi_481830_pir S39559 mitogen-activated protein kinase 3 

homolog ntf3 - common tobacco >gi_406751_emb_CAA4 9592_ 
(X69971) NTF3 [Nicotiana tabacum] 



n 

tsar 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399901 

LIB3431-028-P1-K1-H3 

BLASTX 

g4079798 

565 

3.0e-58 
109 
100 

(AF052203) 
sativa] 



23 kDa polypeptide of photosystem II [Oryza 



399902 

LIB3431-028-P1-K1-H4 

BLASTX 

gl351270 

542 

1.0e-55 

113 

93 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_478410_pir JQ2255 triose-phosphate isomerase (EC 

5.3.1.1) - rice >gi_169821 (M87064) triosephosphate 
isomerase [Oryza sativa] 

399903 

LIB3431-028-P1-K1-H5 

BLASTX 

g871931 

452 

6.0e-45 

117 

79 

(D30763) ferredoxin [Oryza sativa] 



Seq. No. 
Seq. ID 



399904 

LIB3431-028-P1-K1-H6 



51171 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g417260 

323 

5.0e-30 

106 

64 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA4 8706_ (X68807) 
light-regulated gene [Oryza sativa] 



^0 



01 

s 

L = 



Seq. No. 


399905 


Seq. ID 


LIB3431-028-P1-K1-H7 


Method 


BLASTX 






BLAST score 


364 


E value 


1.0e-34 


Match length 


135 


% identity 


54 


NCBI Description 


(U56419) IAP100 [Pisum sativum 


Seq. No. 


399906 


Seq. ID 


LIB3431-028-P1-K1-H8 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


1.0e-10 


Match length 


47 


% identity 


66 


NCBI Description 


Xenopus laevis cDNA clone 27A6- 


Seq. No. 


399907 


Seq. ID 


LIB3431-028-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


g4079798 


BLAST score 


416 


E value 


7.0e-41 


Match length 


111 


% identity 


74 


NCBI Description 


(AF052203) 23 kDa polypeptide < 




sativa] 



Seq. No. 399908 

Seq. ID LIB3431-028-P1-N1-A1 

Method BLASTX 

NCBI GI g2887286 

BLAST score 273 

E value 3.0e-24 

Match length 61 

% identity 82 

NCBI Description (Z99530) H protein [Flaveria anomala] 

Seq. No. 399909 

Seq. ID LIB3431-028-P1-N1-A10 

Method BLASTN 

NCBI GI g6041757 

BLAST score 410 

E value 0.0e+00 



51172 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



418 
100 

Genomic Sequence For Oryza sativa Clone 10P20, Lemont 
Strain, Complete Sequence, complete sequence 

399910 

LIB3431-028-P1-N1-A11 

BLASTX 

g2462750 

173 

2.0e-12 

51 

67 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 



D 

m 
u 



Seq. No. 


399911 


Seq. ID 


LIB3431-028-P1-N1-A12 


Method 


BLASTX 


NCBI GI 


g3643602 


BLAST score 


246 


E value 


7.0e-21 


Match length 


78 


% identity 


58 


NCBI Description 


(AC005395) putative tonoplast intrinsic protein 




[Arabidopsis thaliana] 


Seq. No. 


399912 


Seq. ID 


LIB3431-028-P1-N1-A4 


Method 


BLASTX 


NCBI GI 


g3808101 


BLAST score 


344 


E value 


2.0e-32 


Match length 


79 


% identity 


90 


NCBI Description 


(AJ012165) chloroplast protease [Capsicum annuum] 


Seq. No. 


399913 


Seq. ID 


LIB3431-028-P1-N1-A6 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


286 


E value 


1.0e-25 


Match length 


65 


% identity 


85 


NCBI Description 


(U86018) photosystem II 10 kDa polypeptide [Oryza 


Seq. No. 


399914 


Seq. ID 


LIB3431-028-P1-N1-B1 


Method 


BLASTX 


NCBI GI 


g3345477 


BLAST score 


277 


E value 


1.0e-24 


Match length 


52 


% identity 


100 


NCBI Description 


(AB016283) carbonic anhydrase [Oryza sativa] 



51173 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399915 

LIB3431-028-P1-N1-B12 

BLASTX 

g289920 

298 

5.0e-27 

58 

98 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399916 

LIB3431-028-P1-N1-B2 

BLASTX 

g6002102 

213 

3.0e-17 

47 

83 

(AJ249833) Acyl-CoA binding protein (ACBP) [Digitalis 
lanata] 



n 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399917 

LIB3431-028-P1-N1-B3 

BLAST N 

g20262 

343 

0.0e+00 

363 

99 

O.sativa light-induced mRNA 
399918 

LIB3431-028-P1-N1-B4 

BLASTX 

gl31176 

275 

2.0e-24 

57 

93 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT IV PRECURSOR 
(PHOTOSYSTEM I 10.8 KD POLYPEPTIDE) (PSI-E) 

>gi_72683_pir F1BH4 photosystem I chain IV precursor - 

barley >gi_19087_emb_CAA68782_ (Y00966) psa2 preprotein (AA 

-46 to 101) [Hordeum vulgare] >gi_226163_prf 1413233A 

10.8kD photosystem I protein [Hordeum vulgare var. 
distichum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399919 

LIB3431-028-P1-N1-C10 

BLASTX 

gll36416 

144 

7.0e-09 

51 

57 

(D80000) similar to mitosis-specific chromosome segregation 



51174 



protein SMC1 of S . cerevisiae . [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399920 

LIB3431-028-P1-N1-C12 

BLASTX 

gl34034 

238 

5.0e-20 

70 

64 

30S RIBOSOMAL PROTEIN S30, CHLOROPLAST PRECURSOR (CS-S5) 
(CSS) (S22) (RIBOSOMAL PROTEIN 1) (PSRP-1) 

>gi_279640__pir R3SPS5 ribosomal protein CS-S22 precursor, 

chloroplast - spinach >gi_12316_emb_CAA41960_ (X59270) 
chloroplast ribosomal protein S22 [Spinacia oleracea] 
>gi_18031_emb_CAA33403_ (X1534 4) spinach S22 r-protein 
[Spinacia oleracea] 



Seq. No. 


399921 


Seq. ID 


LIB3431-028-P1-N1-C4 


Method 


BLASTX 


NCBI GI 


g693920 


BLAST score 


327 


E value 


2.0e-30 


Match length 


64 


% identity 


98 


NCBI Description 


(U21113) chlorophyll , 




tuberosum] 


Seq. No. 


399922 


Seq. ID 


LIB3431-028-P1-N1-C5 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


330 


E value 


1.0e-30 


Match length 


74 


% identity 


86 


NCBI Description 


(U86018) photosystem 


Seq. No. 


399923 


Seq. ID 


LIB3431-028-P1-N1-C7 


Method 


BLASTX 


NCBI GI 


gl32166 


BLAST score 


160 


E value 


6.0e-ll 


Match length 


31 


% identity 


87 


NCBI Description 


RIBULOSE BISPHOSPHATE 



CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) 

>gi_81660_pir S04048 ribulose-bisphosphate carboxylase 

activase precursor - Arabidopsis thaliana 
>gi_16471_emb_CAA32429_ (X14212) rubisco activase (AA 1 
473) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



399924 

LIB3431-028-P1-N1-C8 
BLASTX 



51175 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g548770 
321 

9.0e-30 

63 

100 

60S RIBOSOMAL PROTEIN L3 >gi_481228_pir S38359 ribosomal 

protein L3 - rice >gi_303853_dbj_BAA02155_ (D12630) 
ribosomal protein L3 [Oryza sativa] 

399925 

LIB3431-028-P1-N1-D10 

BLASTN 

g433216 

55 

4.0e-22 

138 

85 

Rice mRNA for ascorbate peroxidase (gene name SS622), 
partial cds 

399926 

LIB3431-028-P1-N1-D11 

BLASTN 

g5441876 

357 

0.0e+00 

439 

97 

Oryza sativa genomic DNA, 
(contig b) 



chromosome 2, clone : P0437H03 



Seq. No. 
Seq. ID 



399927 

LIB3431-028-P1-N1-D12 

BLASTX 

gll5813 

238 

5.0e-20 

54 

85 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB-8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

399928 

LIB3431-028-P1-N1-D2 

BLASTX 

g2072555 

224 

3.0e-18 

44 

95 

(AF00139.6) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

399929 

LIB3431-028-P1-N1-D5 



51176 



y3 
§1 

m 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match -length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3885892 

261 

1.0e-22 

53 

98 

(AF093634) photosystem-1 F subunit precursor [Oryza sativa] 
399930 

LIB3431-028-P1-N1-D6 

BLASTX 

g2501190 

198 

3.0e-15 

57 

74 

THIAMINE BIOSYNTHETIC ENZYME 1-2 PRECURSOR 

>gi_2130147_pir S61420 thiamine biosynthetic enzyme thil-2 

- maize >gi_596080 (U17351) thiamine biosynthetic enzyme 
[Zea mays] 

399931 

LIB3431-028-P1-N1-D8 

BLASTX 

gll5793 

396 

2.0e-38 

78 

95 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE III PRECURSOR 
(CAB) >gi_72749_pir CDBH3 chlorophyll a/b-binding protein 

type III precursor - barley >gi_19023_emb_CAA44881_ 
(X63197) type III LHCII CAB precursor protein [Hordeum 

vulgare] 

399932 

LIB3431-028-P1-N1-D9 

BLAST N 

g433216 

165 

9.0e-88 

171 

99 

Rice mRNA for ascorbate peroxidase (gene name SS622), 
partial cds 

399933 

LIB3431-028-P1-N1-E1 

BLASTX 

gl32105 

301 

2.0e-27 

57 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 



51177 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

399934 

LIB3431-028-P1-N1-E3 

BLASTX 

g2499417 

323 

5.0e-30 

74 

82 

GLYCINE CLEAVAGE SYSTEM H PROTEIN PRECURSOR 

>gi_1085826_pir S49248 H-protein - Flaveria anomala 

>gi_547558_emb_CAA85761_ (Z37524) H-protein [Flaveria 
anomala] 

399935 

LIB3431-028-P1-N1-E4 

BLASTX 

g289920 

315 

5.0e-29 

64 

95 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399936 

LIB3431-028-P1-N1-E5 

BLASTX 

g2129703 

189 

3.0e-14 

87 

49 

receptor kinase - Arabidopsis thaliana 

>gi_2129704_pir S71184 receptor kinase - Arabidopsis 

thaliana >gi__166692 (M80238) receptor kinase [Arabidopsis 

thaliana] >gi_445123_prf 1908429A receptor kinase 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399937 

LIB3431-028-P1-N1-E6 

BLASTX 

g3789954 

357 

7.0e-34 

66 

100 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 



Seq. No. 



399938 



51178 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-028-P1-N1-E7 

BLASTN 

g3126853 

171 

3.0e-91 

209 

100 

Oryza sativa chlorophyll a/b binding protein (RCABP89) 
mRNA, nuclear gene encoding chloroplast protein, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399939 

LIB3431-028-P1-N1-E8 

BLASTN 

g218209 

149 

4.0e-78 

313 

97 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

pOSSS2106 

399940 

LIB3431-028-P1-N1-F10 

BLASTX 

gll5794 

611 

2.0e-63 

127 

91 

CHLOROPHYLL A-B BINDING PROTEIN 13 PRECURSOR (LHCII TYPE 

III CAB-13) >gi_72748_pir CDT033 chlorophyll a/b-binding 

protein type III precursor (cab-13) - tomato 
>gi_19277_emb_CAA42818_ (X60275) LHCII type III 
[Lycopersicon esculentum] 

399941 

LIB3431-028-P1-N1-F11 

BLASTX 

gl32105 

406 

1.0e-39 

76 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 
Seq. ID 



399942 

LIB3431-028-P1-N1-F3 



51179 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g5442410 

182 

2.0e-13 

78 

50 

(AF159254) ascorbate peroxidase [Zantedeschia aethiopica] 
399943 

LIB3431-028-P1-N1-F5 

BLASTX 

g548603 

158 

1.0e-10 

34 

91 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_478404_pir JQ2247 photosystem I chain D precursor - 

barley >gi_167085 (M98254) PSI-D subunit [Hordeum vulgare] 



Seq. No. 


399944 


Seq. ID 


LIB3431-028-P1-N1-F8 


Method 


BLASTX 


NCBI GI 


g3033382 


BLAST score 


359 


E value 


3.0e-34 


Match length 


76 


% identity 


86 


NCBI Description 


(AC004238) unknown prote: 


Seq. No. 


399945 


Seq. ID 


LIB3431-028-P1-N1-F9 


Method 


BLASTX 


NCBI GI 


gl076724 


BLAST score 


374 


E value 


7.0e-36 


Match length 


72 


% identity 


94 


NCBI Description 


LHCI-680, photosystem I < 




>gi_6 6605 4_emb_CAA5 90 4 9_ 



barley 



antenna protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



399946 

LIB3431-028-P1-N1-G10 

BLASTX 

gl20661 

180 

4.0e-13 

38 
87 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A, CHLOROPLAST 
PRECURSOR >gi_170237 (M14417) glyceraldehyde-3-phosphate 
dehydrogenase A-subunit precursor [Nicotiana tabacum] 

399947 

LIB3431-028-P1-N1-G12 



51180 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2072555 

231 

5.0e-19 

44 

98 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

399948 

LIB3431-028-P1-N1-G2 

BLASTN 

g2331130 

247 

1.0e-136 

275 

97 

Oryza sativa glycine-rich protein 
cds 



(OSGRP1) mRNA, complete 



Seq. No. 


399949 


Seq. ID 


LIB3431-028-P1-N1-G3 


Method 


BLASTX 


NCBI GI 


g534982 


BLAST score 


340 


E value 


6.0e-32 


Match length 


100 


% identity 


68 


NCBI Description 


(X75898) phosphoglucomutase [Spinacia oleracea] 


Seq. No. 


399950 


Seq. ID 


LIB3431-028-P1-N1-G4 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


370 


E value 


2.0e-35 


Match length 


70 


% identity 


100 


NCBI Description 


(AF061577) chlorophyll a/b binding protein [Oryza 


Seq. No. 


399951 


Seq. ID 


LIB3431-028-P1-N1-G5 


Method 


BLASTN 


NCBI GI 


g4680488 


BLAST score 


45 


E value 


5.0e-16 


Match length 


114 


% identity 


84 


NCBI Description 


Oryza sativa BAC clone 1.H19, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



399952 

LIB3431-028-P1-N1-G6 

BLASTX 

g2780746 

279 

8.0e-25 



51181 



Match length 


56 


% identity 


96 


NCBI Description 


(AB005290) plastid RNA polymerase sigma factor [Oryza 




sativa] 


Seq. No. 


399953 


Seq. ID 


LIB3431-028-P1-N1-G8 


Method 


BLASTX • , 




rr7i n^np ' 


BLAST score 


318 


E value 


2.0e-29 


Match length 


58 


% identity 


97 


NCBI Description 


(U11693) victorin binding protein [Avena sativa] 


Seq. No. 


399954 


Seq. ID 


LIB3431-028-P1-N1-H10 


Method 


BLASTX 


NCBI GI 


g671740 


Dii/ioi score 


DUO 


E value 


2.0e-51 


Match length 


91 


% identity 


100 


NCBI Description 


(X84730) ribulose-bisphosphate carboxylase [synthetic 




construct] 


Seq. No. 


399955 


Seq. ID 


LIB3431-028-P1-N1-H11 


Method 


BLASTX 


NCBI GI 


g671740 


DiiHoi score 


9 £ 
ZOO 


E value 


5.0e-22 


Match length 


55 


% identity 


89 


NCBI Description 


(X84730) ribulose-bisphosphate carboxylase [synthetic 




construct] 


Seq. No. 


399956 


Seq. ID 


LIB3431-028-P1-N1-H12 


Method 


BLASTN 


NCBI GI 


g3063523 


DixH.o i score 


7 9 


E value 


2.0e-32 


Match length 


88 


% identity 


95 


NCBI Description 


Oryza sativa ribulose 1, 5-bisphosphate carboxylase sm< 




subunit mRNA, complete cds 


Seq. No. 


399957 


Seq. ID 


LIB3431-028-P1-N1-H2 


Method 


BLASTX 


NCBI GI 


g4914323 


BLAST score 


206 


E value 


4.0e-16 


Match length 


44 


% identity 


77 


NCBI Description 


(AC005489) F14N23.9 [Arabidopsis thaliana] 



51182 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399958 

LIB3431-028-P1-N1-H3 

BLASTX 

g4079798 

183 

1.0e-13 
34 
100 

(AF052203) 
sativa] 



23 kDa polypeptide of photosystem II [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399959 

LIB3431-028-P1-N1-H4 

BLASTX 

gl351270 

149 

1.0e-09 

30 

100 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_478410_pir JQ2255 triose-phosphate isomerase (EC 

5.3.1.1) - rice >gi_169821 (M87064) triosephosphate 
isomerase [Oryza sativa] 



Seq. No. 


399960 


Seq. ID 


LIB3431-028-P1-N1-H5 


Method 


BLASTX 


NCBI GI 


g871931 


BLAST score 


199 


E value 


2.0e-15 


Match length 


65 


% identity 


66 


NCBI Description 


(D30763) ferredoxin [Oryza sativa; 


Seq. No. 


399961 


Seq. ID 


LIB3431-028-P1-N1-H6 


Method 


BLASTX 


NCBI GI 


g417260 


BLAST score 


247 


E value 


5.0e-21 


Match length 


65 


% identity 


71 


NCBI Description 


LIGHT REGULATED PROTEIN PRECURSOR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



i_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 

399962 

LIB3431-028-P1-N1-H9 

BLASTX 

g4079798 

268 

2.0e-23 

52 

98 

(AF052203) 23 kDa polypeptide of photosystem II [Oryza 
sativa] 



51183 



Seq. No. 


399963 , 


Seq. ID 


LIB3431-029-P1-K1-A1 


Mpfhnri 


RT.A^TW 


NCBI GI 


g2570516 


BLAST score 


55 


E value 


2.0e-22 


Match length 


125 


% identity 


87 


NCBI Description 


Oryza sativa thioredoxin F isoform mRNA, complete cds 


Seq. No. 


399964 


Seq. ID 


LIB3431-029-P1-K1-A10 


rut; 


RT.A9TX 

DLUIU J. A 


NCBI GI 


g2982362 


BLAST score 


444 


E value 


4.0e-44 


Match length 


91 


% identity 


89 


NCBI Description 


(AF053311) glutathione peroxidase [Zantedeschia aethiopica 


Seq. No. 


399965 


Seq. ID 


LIB3431-029-P1-K1-A11 




RT.A9TN 


NCBI GI 


g473980 < 


BLAST score 


74 


E value 


1.0e-33 


Match length 


115 


% identity 


90 


NCBI Description 


Rice mRNA, partial homologous to glycine-rich protein gene 


Seq. No. 


399966 


Seq. ID 


LIB3431-029-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g2501189 


BLAST score 


383 


IT TTal no 




Match length 


111 


% identity 


69 


NCBI Description 


THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 


>gi 2130146 pir S61419 thiamine biosynthetic enzyme thil-: 




- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 




[Zea mays] 


Seq. No. 


399967 


Seq. ID 


LIB3431-029-P1-K1-A8 


Mot- h r^H 




NCBI GI 


g3075488 


BLAST score 


270 


E value 


2.0e-47 


Match length 


117 


% identity 


82 


NCBI Description 


(AF058796) chlorophyll a/b-binding protein [Oryza sativa] 


Seq. No. 


399968 


Seq. ID 


LIB3431-029-P1-K1-B1 


Method 


BLASTX 



51184 







BLAST score 


540 


E value 


3.0e-55 


Match length 


144 


% identity 


72 


NCBI Description 


(AL031018) putative protein 


Seq. No. 


399969 


Seq. ID 


LIB3431-029-P1-K1-B11 


Method 


BLASTX 






BLAST score 


639 


E value 


7 ,06-67 


Match length 


124 


% identity 


100 


NCBI Description 


(D63581) EF-1 alpha [Oryza : 


Seq. No. 


399970 


Seq. ID 


LIB34 31-029-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


g5734634 


biiAoi score 




E value 


2.0e-25 


Match length 


83 


% identity 


60 


NCBI Description 


(AP000391) Similar to putat 




sativa] 


Seq. No. 


399971 


Seq. ID 


LIB3431-029-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


gl084455 


BLAST score 


527 


E value 


9.0e-54 


Match length 


115 



[Oryza 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



88 

peptidylprolyl isomerase (EC 5.2.1.8) Cyp2 - rice 
>gi_600767 (L294 69) cyclophilin 2 [Oryza sativa] 

399972 

LIB3431-029-P1-K1-B4 

BLASTX 

gl32105 

566 

2.0e-58 

131 

82 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



51185 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399973 

LIB3431-029-P1-K1-B5 

BLASTX 

g3747044 

157 

2.0e-10 

51 
59 

(AF093537) blue copper protein [Zea mays] 



yl 

□ 

O 

u 

Q 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399974 

LIB3431-029-P1-K1-B9 

BLASTX 

gll5815 

457 

8.0e-46 

86 

99 

CHLOROPHYLL A-B BINDING PROTEIN M9 PRECURSOR (LHCII TYPE I 

CAB-M9) (LHCP) >gi_100866_pir S13098 chlorophyll 

a/b-binding protein precursor - maize 
>gi_22355_emb_CAA39376_ (X558 92) light-harvesting 
chlorophyll a/b binding protein [Zea mays] 

399975 

LIB3431-02 9-P1-K1-C2 

BLASTX 

g3288821 

473 

2.0e-47 

115 

78 

(AF063901) alanine rglyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 
>gi_4733989_gb_AAD28669.1_AC007209_5 (AC007209) 
alanine-glyoxylate aminotransferase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399976 

LIB3431-029-P1-K1-C7 

BLASTX 

gl001253 

222 

5.0e-18 

130 
39 

(D64003) hypothetical protein [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399977 

LIB3431-029-P1-K1-C8 

BLASTX 

g2407281 

682 

6.0e-72 

129 

98 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



51186 



Seq. No. 


399978 


Seq. ID 


LIB3431-029-P1-K1-C9 


Mpthorf 


BLASTX 


NCBI GI 


g2708741 


BLAST score 


391 


E value 


6.0e-38 


Match length 


122 


% identity 


61 


NCBI Description 


(AC003952) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


399979 


Seq. ID 


LIB3431-029-P1-K1-D10 




BLASTX 


NCBI GI 


g5923674 


BLAST score 


468 


E value 


7.0e-47 


Match length 


135 


% identity 


65 


NCBI Description 


(AC009326) unknown protein [Arabidopsis thaliana] 


Seq. No. 


399980 


Seq. ID 


LIB3431-029-P1-K1-D12 






NCBI GI 


g6063530 


BLAST score 


310 


E value 


1.0e-174 


Match length 


321 


% identity 


99 


NCBI Description 


Oryza sativa genomic DNA, chromosome 3, clone : P0043E01 


Seq. No. 


399981 


Seq. ID 


LIB3431-029-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


g464986 


BLAST score 


491 


E value 


2.0e-49 


Match length 


95 


% identity 


92 


NCBI Description 


UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 (UBIQUITIN-PROTEIN 



LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) (UBCAT4B) 

>gi_421857_pir S32674 ubiquitin — protein ligase (EC 

6.3.2.19) UBC9 - Arabidopsis thaliana 

>gi_297884_emb_CAA78714_ (Z14990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi_349211 (L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_4455355_emb_CAB367 65.1_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



399982 

LIB3431-029-P1-K1-D3 

BLASTX 

g482311 

707 

8.0e-75 



51187 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



142 
97 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 

399983 

LIB3431-029-P1-K1-D8 . 

BLASTX 

gl32105 

565 

3.0e-58 

124 

85 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375j?rf \L508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

399984 

LIB3431-029-P1-K1-E10 

BLASTX 

gl32105 

609 

2.0e-63 

131 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538__ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

399985 

LIB3431-029-P1-K1-E11 

BLASTX 

gl617206 

190 

6.0e-23 

74 

76 

(Z72489) CP12 [Pisum sativum] 
399986 

LIB3431-029-P1-K1-E12 

BLASTX 

g2407281 

4 97 



51188 



E value 
Match length 
% identity 
NCBI Description 



2.0e-50 

98 

98 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



Seq. No. 


399987 


Seq. ID 


LIB3431-029-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


g5262204 


BLAST score 


288 


E value 


9.0e-26 


Match length 


75 


% i dpnt itv 


77 


NCBI Description 


(AL080252) putative protein 


Seq. No. 


399988 


Seq. ID 


LIB3431-029-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


g2624328 


BLAST score 


489 


E value 


2.0e-49 


Match length 


115 


% identity 


88 


NCBI Description 


(AJ002894) 0sGRP2 [Oryza sat; 


Seq. No. 


399989 


Seq. ID 


LIB3431-029-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g2501190 


BLAST score 


606 


E value 


5.0e-63 


Match length 


142 


% identity 


85 


NCBI Description 


THIAMINE BIOSYNTHETIC ENZYME 



>gi_2130147_pir S61420 thiamine biosynthetic enzyme thil- 

- maize >gi_596080 (U17351) thiamine biosynthetic enzyme 
[Zea mays] 



Seq. No. 


.399990 


Seq. ID 


LIB3431-029 


Method 


BLASTX 


NCBI GI 


g2306981 


BLAST score 


277 


E value 


1.0e-24 


Match length 


54 


% identity 


89 


NCBI Description 


(AF010321) ] 


Seq. No. 


399991 


Seq. ID 


LIB3431-029 


Method 


BLASTX 


NCBI GI 


g4567279 


BLAST score 


412 


E value 


3.0e-40 


Match length 


138 


% identity 


60 



I antenna protein [Oryza sativa] 



51189 



NCBI Description 



(AC006841) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



C • LH \J . 


399992 


Seq. ID 


LIB3431-029-P1-K1-F12 


Method 


BLASTX 


NCBI GI 


g3063447 


BLAST score 


244 


E value 


2.0e-33 


Match length 


155 


% identity 


24 


NCBI Description 


(AC003981) F22013.9 [Arabidopsis 




399993 


Seq. ID 


LIB3431-029-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


gl617197 


BLAST score 


304 


E value 


1.0e-27 


Match length 


76 


% identity 


76 


NCBI Description 


(Z72488) CP12 [Nicotiana tabacum] 


Seq. No. 


399994 




LIB34 31-02 9-P1-K1-F3 


Method 


BLAST N 


NCBI GI 


g2407266 


BLAST score 


102 


E value 


3.0e-50 


Match length 


158 


% identity 


91 


NCBI Description 


Oryza sativa low molecular early 




mRNA, complete cds 


Seq. No. 


399995 


Seq. ID 


LIB3431-029-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g729478 


BLAST score 


230 


E value 


5.0e-19 


Match length 


120 


% identity 


42 


NCBI Description 


FERREDOXIN — NADP REDUCTASE, LEAF 



>gi_442481_dbj_BAA04 616_ (D17790) f erredoxin-NADP+ 
reductase [Oryza sativa] >gi_6069649_dbj_BAA85425. 1_ 
(AP000616) ESTs AU078647 (E1557 ) , C72400 (E1557 ) correspond to 
a region of the predicted gene.; similar to 
ferredoxin-NADP+ reductase (D17790) [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



399996 

LIB3431-029-P1-K1-F5 

BLASTX 

g3789954 

654 

1.0e-68 

121 

100 



51190 



NCBI Description 



(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399997 

LIB3431-029-P1-K1-F6 

BLASTX 

g2570511 

514 

2.0e-52 

98 

99 

(AF022738) chlorophyll a-b binding protein [Oryza sativa] 



us 



O 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399998 

LIB3431-029-P1-K1-F8 

BLASTX 

gl31176 

322 

9.0e-30 

62 

98 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT IV PRECURSOR 
{PHOTOSYSTEM I 10.8 KD POLYPEPTIDE) (PSI-E) 

>gi_72683_pir F1BH4 photosystem I chain IV precursor - 

barley >gi_19087_emb_CAA68782_ (Y00966) psa2 preprotein (AA 

-46 to 101) [Hordeum vulgare] >gi_226163_prf 1413233A 

10.8kD photosystem I protein [Hordeum vulgare var. 
distichum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399999 

LIB3431-029-P1-K1-F9 

BLASTX 

g3850621 

450 

9.0e-45 

127 

69 

(Y15382) putative RNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400000 

LIB3431-029-P1-K1-G10 

BLASTX 

g3075488 

713 

1.0e-75 

143 

97 

(AF058796) chlorophyll a/b-binding protein [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



400001 

LIB3431-029-P1-K1-G11 

BLASTX 

g4406764 

293 

3.0e-26 
80 



51191 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



64 

(AC006836) putative uridylyl transferase [Arabidopsis 
thaliana] 

400002 

LIB3431-029-P1-K1-G12 

BLASTN 

g20262 

166 

3.0e-88 

274 

91 

O.sativa light-induced mRNA 
400003 

LIB3431-029-P1-K1-G2 

BLASTX 

gll5787 

545 

7.0e-56 

104 

100 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 


400004 


Seq. ID 


LIB3431-029-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


g2982243 


BLAST score 


405 


E value 


2.0e-39 


Match length 


137 


% identity 


58 


NCBI Description 


(AF051204) hypothetical protein [Picea mariana] 


Seq. No. 


400005 


Seq. ID 


LIB3431-029-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g548604 


BLAST score 


158 


E value 


1.0e-10 


Match length 


59 


% identity 


59 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi__1076728_pir S51813 photosystem-I PSI-F chain precursor 

- barley >gi_469560 (U08135) photosystem-I PSI-F subunit 
precursor [Hordeum vulgare] 

400006 

LIB3431-029-P1-K1-G8 

BLASTX 

gl835731 

391 



51192 



E value 


8.0e-38 


Match length 


86 


% identity 


86 


NCBI Description 


(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 


Seq. No. 


400007 


Seq. ID 


LIB3431-029-P1-K1-G9 


Method 


BLASTX 


MpRT (IT 


a3618310 


BLAST score 


461 


E value 


5.0e-46 


Match length 


123 


% identity 


72 


NCBI Description 


(AB001883) zinc finger protein [Oryza sativa] 


Seq. No. 


400008 


Seq. ID 


LIB3431-029-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


g3980400 


DLnui auOXc 


£. *J J 


E value 


1.0e-21 


Match length 


134 


% identity 


42 


NCBI Description 


(AC004561) putative tropinone reductase [Arabidopsis 




thaliana] 


Seq. No. 


400009 


Seq. ID 


LIB3431-029-P1-K1-H10 


Method 


BLASTN 


NCBI GI 


g3885887 


RT.A9T centre* 


265 


E value 


1.0e-147 


Match length 


265 


% identity 


100 


NCBI Description 


Oryza sativa high mobility group protein (HMG) mRNA, 




complete cds 


Seq. No. 


400010 


Seq. ID 


LIB3431-029-P1-K1-H11 


Method 


BLASTX 


NfRT (IT 




BLAST score 


581 


E value 


3.0e-60 


Match length 


109 


% identity 


100 


NCBI Description 


(AF061577) chlorophyll a/b binding protein [Oryza sativa] 


Seq. No. 


400011 


Seq. ID 


LIB3431-029-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g2191138 


BLiioi score 




E value 


3.0e-21 


Match length 


76 


% identity 


68 


NCBI Description 


(AF007269) A_IG002N01 . 18 gene product [Arabidopsis 




thaliana] 




51193 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity - 

NCBI Description 



400012 

LIB3431-029-P1-K1-H3 

BLASTX 

gl32105 

546 

6.0e-56 

122 

84 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

400013 

LIB3431-029-P1-K1-H5 

BLASTN 

gl68500 

62 

3.0e-26 

118 

88 

Maize (Zea mays) histone H4 gene (H4C14), complete cds 
400014 

LIB3431-029-P1-K1-H7 

BLASTX 

g5926740 

455 

2.0e-45 

89 

98 

(AB025310) asparaginyl endopeptidase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400015 

LIB3431-029-P1-N1-A10 

BLASTX 

g2982362 

306 

6.0e-28 

63 

89 

(AF053311) glutathione peroxidase [Zantedeschia aethiopica] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



400016 

LIB3431-029-P1-N1-A2 

BLASTX 

g4469021 

271 

6.0e-24 

75 

71 



51194 



NCBI Description 



(AL035602) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400017 

LIB3431-029-P1-N1-A3 

BLASTX 

g4585992 

195 

6.0e-15 

49 

78 

(AC005287) Hypothetical protein 



[Arabidopsis thaliana] 



400018 

LIB3431-029-P1-N1-A7 

BLASTX 

g82167 

152 

6.0e-10 

27 
100 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) {EC 1.2.1.13) A, chloroplast - common 
tobacco (fragment) 

400019 

LIB3431-029-P1-N1-A8 

BLASTX 

g3075488 

143 

6.0e-09 

29 

90 

(AF058796) chlorophyll a/b-binding protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400020 

LIB3431-029-P1-N1-A9 

BLASTN 

g3075487 

37 

1.0e-ll 

133 
82 

Oryza sativa chlorophyll a/b-binding protein 
mRNA, complete cds 



(RCABP69) 



Seq. No. 
Seq. ID 



400021 

LIB3431-029-P1-N1-B1 

BLASTX 

g3292814 

174 

2.0e-12 

43 

79 

(AL031018) putative protein [Arabidopsis thaliana] 
400022 

LIB3431-029-P1-N1-B11 



51195 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2662344 

319 

1.0e-179 

323 

100 

Oryza sativa mRNA for EF-1 alpha, complete cds 
400023 

LIB3431-029-P1-N1-B2 

BLASTX 

g3183079 

180 

2.0e-15 

62 

66 

MALATE DEHYDROGENASE, GLYOXYSOMAL PRECURSOR 
>gi_1375075_dbj_BAA12870.1_ (D85763) glyoxysomal malate 
dehydrogenase [Oryza sativa] 



Seq. No. 


400024 


Seq. ID 


LIB3431-029-P1-N1-B3 


Method 


BLASTN 


NCBI GI 


g600766 


BLAST score 


329 


E value 


0.0e+00 


Match length 


368 


% identity 


98 


NCBI Description 


Oryza sativa cyclophilin 2 (Cyp2) gene, 


Seq. No. 


400025 


Seq. ID 


LIB3431-029-P1-N1-B4 


Method 


BLASTN 


NCBI GI 


g218207 


BLAST score 


135 


E value 


6.0e-70 


Match length 


199 


% identity 


92 


NCBI Description 


Oryza sativa mRNA for the small subunit 




ribulose-1, 5-bisphosphate carboxylase, < 




pOSSS1139 


Seq. No. 


400026 


Seq. ID 


LIB3431-029-P1-N1-B6 


Method 


BLASTX 


NCBI GI 


gl076308 


BLAST score 


156 


E value 


2.0e-10 


Match length 


74 


% identity 


45 



NCBI Description 



Seq. No. 
Seq. ID 



RNA-binding protein cp33 precursor - Arabidopsis thaliana 
>gi_681910_dbj_BAA06522_ (D31714) cp33 [Arabidopsis 
thaliana] >gi_4886289_emb_CAB434 48 . 1_ (AL050300) 
RNA-binding protein cp33 precursor [Arabidopsis thaliana] 

400027 

LIB3431-029-P1-N1-B9 



51196 



kfl 



B 

m 

5 



i .1 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



BLAST N 
g20181 
66 

1.0e-28 

126 

88 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 

400028 

LIB3431-029-P1-N1-C3 

BLAST N 

g218171 

166 

3.0e-88 

242 

93 

Oryza sativa mRNA for type I light-harvesting chlorophyll 
a/b binding protein of photosystem II (LHCPII) , complete 
cds 

400029 

LIB3431-029-P1-N1-C4 

BLASTN 

g218154 

76 

1.0e-34 

138 

99 

Oryza sativa gene for cytoplasmic aldolase, complete cds, 
clone :A1 dp 

400030 

LIB3431-029-P1-N1-C5 

BLASTN ' "V 

g218154 

84 

2.0e-39 

124 

92 

Oryza .sativa gene for cytoplasmic aldolase, complete cds, 
clone :A1 dp 

400031 

LIB3431-029-P1-N1-C8 

BLASTN 

g218209 

155 

1.0e-81 

338 

96 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

pOSSS2106 

400032 

LIB3431-029-P1-N1-D1 



51197 



Method 


BLASTN 


NCBI GI 


g3789953 


BLAST score 


214 


E value 




Match length 


293 


% identity 


94 


NCBI Description 


Oryza sativa chloroph] 




(Cab26) mRNA, nuclear 




complete cds 


Seq. No. 


400033 


Seq. ID 


LIB3431-029-P1-N1-D12 


Method 


BLASTN 


oX 


rr n ^ R "3 fi 
you djj ju 


BLAST score 


115 


E value 


7.0e-58 


Match length 


299 


% identity 


83 


NCBI Description 


Oryza sativa genomic 1 


Seq. No. 


400034 


Seq. ID 


LIB3431-029-P1-N1-D2 


Method 


BLASTX 


NCBI GI 


g464986 


BLAST score 


351 


E value 


3.0e-33 


Match length 


70 


% identity 


91 


NCBI Description 


UBIQUITIN-CONJUGATING 




LIGASE 9) (UBIQUITIN < 



chromosome 3, clone : P0043E01 



ZYME E2-17 KD 9 (UBIQUITIN-PROTEIN 
RIER PROTEIN 9) (UBCAT4B) 

>gi_421857_pir S32674 ubiquitin — protein ligase (EC 

6.3.2.19) UBC9 - Arabidopsis thaliana 

>gi_297884_emb_CAA78714_ (Z14990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi_349211 (L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_4455355_emb_CAB36765.1_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400035 

LIB3431-029-P1-N1-D3 

BLASTX 

g482311 

238 

5.0e-20 

48 

98 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



400036 

LIB3431-029-P1-N1-D5 

BLASTN 

g4079797 

125 



51198 



E value 
Match length 
% identity 
NCBI Description 



6.0e-64 

243 

100 

Oryza sativa 23 kDa polypeptide of photosystem II mRNA, 
complete cds 



Q 



P 



Seq. No. 


400037 


Seq. ID 


LIB3431-029-P1-N1-D6 


Method 


BLASTX 


NCBI GI 


g2570511 


BLAST score 


163 


E value 


1.0e-20 


Match length 


62 


% identity 


79 


NCBI Description 


(AF022738) chlorophyll 


Seq. No. 


400038 


Seq. ID 


LIB3431-029-P1-N1-D8 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


161 


E value 


5.0e-ll 


Match length 


34 


% identity 


91 


NCBI Description 


RIBULOSE BISPHOSPHATE < 



BOXY.LASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094 jpir RKRZS9 

ribulose-bisphosphate carboxylase {EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


400039 


Seq. ID 


LIB3431-029-P1-N1-D9 


Method 


BLASTX 


NCBI GI 


g4038034 


BLAST score 


142 


E value 


8.0e-09 


Match length 


42 


% identity 


67 


NCBI Description 


(AC005936) unknown protein [Arabidopsis thaliana] 


Seq. No. 


400040 


Seq. ID 


LIB3431-029-P1-N1-E10 


Method 


BLASTX 


NCBI GI 


g671740 


BLAST score 


164 


E value 


2.0e-ll 


Match length 


33 


% identity 


94 


NCBI Description 


(X84730) ribulose-bisphosphate carboxylase [synthetic 




construct] 


Seq. No. 


400041 


Seq. ID 


LIB3431-029-P1-N1-E4 



51199 



U 

O 



Method 


BLASTX 




go / jjo / ft 


BLAST score 


225 


E value 


2.0e-18 


Match length 


75 


% identity 


53 


NCBI Description 


(AC007932) F11A17.8 [Arabidopsis thaliana] 


Seq. No. 


400042 


Seq. ID 


LIB3431-029-P1-N1-E5 


Method 


BLASTX 






BLAST score 


182 


E value 


1.0e-13 


Match length 


37 


% identity 


100 


NCBI Description 


(AF017362) aldolase [Oryza sativa] 


Seq. No. 


400043 


Seq. ID 


LIB3431-029-P1-N1-E6 


Method 


BLASTN 


NCBI GI 


g218171 


BLAST score 


84 


E value 




Match length 


239 


% identity 


85 


NCBI Description 


Oryza sativa mRNA for type I light-harvesting chlorophyll 




a/b binding protein of photosystem II (LHCPII), complete 




cds 


Seq. No. 


400044 


Seq. ID 


LIB3431-029-P1-N1-E7 


Method 


BLASTX 


NCBI GI 


g3980415 


BLAST score 




E value 


4.0e-15 


Match length 


75 


% identity 


53 


NCBI Description 


(AC004561) putative tropinone reductase [Arabidopsis 




thaliana] 


Seq. No. 


400045 


Seq. ID 


LIB3431-029-P1-N1-E8 


Method 


BLASTN 


NCBI GI 


g2624327 




c. ± U 


E value 


1.0e-114 


Match length 


222 


% identity 


99 


NCBI Description 


Oryza sativa mRNA for glycine rich RNA-binding protein 2 




(OsGRP2) 


Seq. No. 


400046 


Seq. ID 


LIB3431-029-P1-N1-F10 


Method 


BLASTX 


NCBI GI 


gl076724 


BLAST score 


163 



51200 



o 

s 

m 



□ 
t - 

m 

S 

a 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-ll 

34 

82 

LHCI-680, photosystem I antenna protein - barley 
>gi_666054_emb_CAA59049_ (X84308) LHCI-680, photosystem I 
antenna protein [Hordeum vulgare] 

400047 

LIB3431-029-P1-N1-F4 

BLASTX 

g729477 

294 

1.0e-26 

58 

90 

FERREDOXIN — NADP REDUCTASE PRECURSOR (FNR) 

>gi_320548 jpir A44974 ferredoxin — NADP+ reductase (EC 

1.18.1.2) precursor - common ice plant >gi_167256 (M25528] 
ferredoxin-NADP+ reductase precursor (fnrA; EC 1.6.7.1) 

[Mesembryanthemum crystallinum] >gi_226768__prf 1604 4 75A 

ferredoxin NADP reductase [Mesembryanthemum crystallinum] 

400048 

LIB3431-029-P1-N1-F5 

BLASTN 

g3789953 

301 

1.0e-169 

321 

98 

Oryza sativa chlorophyll a/b-binding protein precursor 
(Cab26) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

400049 

LIB3431-029-P1-N1-F6 

BLASTX 

g2570511 

163 

8.0e-22 

63 

81 

(AF022738) chlorophyll a-b binding protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



400050 

LIB3431-02 9-P1-N1-F8 

BLASTN 

gl9086 

51 

1.0e-19 

75 

92 

Hordeum vulgare pot. psaE mRNA 
400051 

LIB3431-029-P1-N1-F9 
BLASTX 



51201 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3850621 
177 

7.0e-13 

39 

87 

(Y15382) putative RNA binding protein [Arabidopsis 
thaliana] 



CO 

"m 

S K 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400052 

LIB3431-029-P1-N1-G1 

BLASTX 

gll5813 

233 

2.0e-19 

53 

85 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB-8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentuiti] 



Seq. No. 


400053 


Seq. ID 


LIB3431-029-P1-N1-G10 


Method 


BLASTN 


NCBI GI 


g3075487 


BLAST score 


75 


E value 




Match length 


94 


% identity 


97 


NCBI Description 


Oryza sativa chlorophyll a/t 




mRNA, complete cds 


Seq. No. 


400054 


Seq. ID 


LIB3431-029-P1-N1-G12 


Method 


BLASTN 


NCBI GI 


g20262 


BLAST score 


173 


E value 


2.0e-92 


Match length 


345 


% identity 


88 


NCBI Description 


0. sativa light-induced mRNA 


Seq. No. 


400055 


Seq. ID 


LIB3431-029-P1-N1-G2 


Method 


BLASTX 


NCBI GI 


g3036946 


BLAST score 


314 


E value 


6.0e-29 


Match length 


61 


% identity 


98 


NCBI Description 


(AB012637) light harvesting 




[Nicotiana sylvestris] 


Seq. No. 


400056 


Seq. ID 


LIB3431-029-P1-N1-G3 


Method 


BLASTN 


NCBI GI 


g2072554 


BLAST score 


142 



(RCABP69) 



51202 



E value 4 . Oe-74 

Match length 194 
% identity 93 

NCBI Description Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 400057 

Seq. ID LIB3431-029-P1-N1-G6 

Method BLASTX 

NCBI GI g2982243 

BLAST score 294 

E value 2.0e-26 

Match length 83 

% identity 66 

NCBI Description (AF051204) hypothetical protein [Picea mariana] 

Seq. No. 400058 

Seq. ID LIB3431-029-P1-N1-G7 

Method BLASTX 

NCBI GI g3885892 

BLAST score 242 

E value 2.0e-20 

Match length 53 

% identity 92 

NCBI Description (AF093634) photosystem-1 F subunit precursor [Oryza sativa] 

Seq. No. 400059 

Seq. ID LIB3431-029-P1-N1-G8 

Method BLASTX 

NCBI GI gl835731 

BLAST score 280 

E value 6.0e-25 

Match length 64 

% identity 84 

NCBI Description (U86018) photosystem II 10 kDa polypeptide' [Oryza sativa] 

Seq. No. 400060 

Seq. ID LIB3431-029-P1-N1-G9 

Method BLASTN 

NCBI GI g3618309 

BLAST score 270 

E value 1.0e-150 

Match length 306 

% identity 97 

NCBI Description Oryza sativa mRNA for zinc finger protein, complete cds, 
clone:E10707 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400061 

LIB3431-029-P1-N1-H11 

BLASTN 

g3126853 

155 

6.0e-82 

197 

99 

Oryza sativa chlorophyll a/b binding protein (RCABP8 9) 
mRNA, nuclear gene encoding chloroplast protein, complete 



51203 



cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400062 

LIB3431-029-P1-N1-H2 

BLASTX 

g687677 

234 

1.0e-19 

58 

76 

(□19925) unknown [Arabidopsis thaliana] 
400063 

LIB3431-029-P1-N1-H3 

BLASTX 

g347451 

173 

2.0e-12 

33 

100 

(L22155) 
sativa] 



ribulose 1, 5-bisphosphate carboxylase [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400064 

LIB3431-029-P1-N1-H5 - 

BLASTX 

g223793 

190 

2.0e-14 

37 

100 

histone H4 [Physarum polycephaluiu] 
400065 

LIB3431-029-P1-N1-H6 

BLASTN 

g20177 

137 

3.0e-71 

172 

95 

Rice cablR gene for light harvesting chlorophyll 
a/b-binding protein 

400066 

LIB3431-029-P1-N1-H7 

BLASTN 

g5926739 

369 

0.0e+00 

393 

98 

Oryza sativa mRNA for asparaginyl endopeptidase, complete 
cds 



Seq. No. 
Seq. ID 



400067 

LIB3431-029-P1-N1-H9 



51204 



y = 

00 



Method 


BLASTX 


NCBI GI 


g5103833 




156 


E value 


1.0e-10 


Match length 


43 


% identity 


70 


NCBI Description 


(AC007591) ESTs gb_R65145, gb_N96612 and 




from this gene. [Arabidopsis thaliana] 


Seq. No. 


400068 


Seq. ID 


LIB3431-030-P1-K2-A11 


Method 


BLASTX 


NCBI GI 


g4586039 


BLAST score 


419 


E value 


4.0e-41 


Match length 


130 


% identity 


62 


NCBI Description 


(AC007109) unknown protein [Arabidopsis * 


Seq. No. 


400069 


Seq. ID 


LIB3431-030-P1-K2-A3 


Method 


BLASTN 


NCBI GI 


g4206059 


BLAST score 


33 


E value 


3.0e-09 


Match length 


33 


% identity 


100 


NCBI Description 


Homo sapiens map 20ql3.3; 51cR from D20S! 




complete sequence 



o 

xsss. 

D 



Seq. No. 


400070 


Seq. ID 


LIB3431-030-P1-K2-A5 


Method 


BLASTN 


NCBI GI 


g5922603 


BLAST score 


84 


E value 


3.0e-39 


Match length 


107 


% identity 


95 


NCBI Description 


Oryza sativa genomic DNA, 


Seq. No. 


400071 


Seq. ID 


LIB3431-030-P1-K2-A6 


Method 


BLASTX 


NCBI GI 


g729479 


BLAST score 


473 


E value 


1.0e-47 


Match length 


105 


% identity 


84 


NCBI Description 


FERREDOXIN— NADP REDUCTASE 




(U14956) ferredoxin NADP+ : 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



400072 

LIB3431-030-P1-K2-A7 

BLASTX 

g871931 

204 

3.0e-16 



51205 



Match length 66 

% identity 68 

NCBI Description (D30763) ferredoxin [Oryza sativa] 

Seq. No. 400073 

Seq. ID LIB3431-030-P1-K2-A9 

Method BLASTX 

NCBI GI g671740 

BLAST score 638 

E value 9.0e-67 

Match length 119 

% identity 99 

NCBI Description (X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



n 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 



400074 

LIB3431-030-P1-K2-B1 

BLASTN 

g2407280 

43 

2.0e-15 

90 

88 

Oryza sativa ribulose 1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 



m 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400075 

LIB3431-030-P1-K2-B2 

BLASTX 

g2832681 

414 

2.0e-40 

89 

82 

(AL021712) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400076 

LIB3431-030-P1-K2-B3 

BLASTN 

g6103440 

87 

1.0e-41 

95 
98 

Oryza sativa metallothionein-like protein (ML2) mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400077 

LIB3431-030-P1-K2-B4 

BLASTN 

g5734616 

227 

1.0e-125 

235 

99 

Oryza sativa genomic DNA, chromosome 6, clone : P0538C01 



51206 



Seq. No. 


400078 


Seq. ID 


LIB3431-030-P1-K2-B8 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


547 


E value 


4.0e-56 


Match length 


120 


% identity 


86 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR ' 




(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 




ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 




Drecursor (clone DOSSS1139) - rice >ai 218208 dbi BAA00538 




(D00643) small subunit of ribulose-1, 5-bisphosphate 




carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 




ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 




sativa] >gi_226375_prf 1508256A ribulose bisphosphate 




carboxylase S [Oryza sativa] 


Seq. No. 


400079 


Seq. ID 


LIB3431-030-P1-K2-C10 


Method 


BLASTX 


Vt \^ tJ X VJi. 


a4678303 


BLAST score 


184 


E value 


1.0e-13 


Match length 


52 


% identity 


63 


NCBI Description 


(AL04 9655) putative protein [Arabidopsis thaliana] 


Seq. No. 


400080 


Seq. ID 


LIB3431-030-P1-K2-C11 


Method 


BLAST N 


LN^Ol VJX 


al 9086 


BLAST score 


78 


E value 


1.0e-35 


Match length 


126 


% identity 


91 


NCBI Description 


Hordeum vulgare pot. psaE mRNA 


Seq. No. 


400081 


Seq. ID 


LIB3431-030-P1-K2-C2 


Method 


BLASTN 




y x ^ \j ^ *i 


BLAST score 


54 


E value 


1.0e-21 


Match length 


66 


% identity 


95 


NCBI Description 


H. vulgare mRNA PsaN for photosystem I subunit N 


Seq. No. 


400082 


Seq. ID 


LIB3431-030-P1-K2-C4 


Method 


BLASTX 


NCBI GI 


g4678303 


BLAST score 


205 


E value 


4.0e-16 


Match length 


57 


% identity 


65 


NCBI Description 


(AL04 9655) putative protein [Arabidopsis thaliana] 



51207 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400083 

LIB3431-030-P1-K2-C6 

BLASTX 

g2501189 

618 

2.0e-64 

129 

92 

THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_2130146jpir S61419 thiamine biosynthetic enzyme thil-1 

- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400084 

LIB3431-030-P1-K2-C7 

BLASTX 

g4960154 

316 

3.0e-29 

97 

65 

(AF153283) putative progesterone-binding protein homolog 
[Arabidopsis thaliana] 

400085 

LIB3431-030-P1-K2-C8 

BLASTX 

g3776581 

335 

3.0e-31 

100 

61 

(AC005388) Similar to Beta integral membrane protein 
homolog gb_U43629 from A. thaliana. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400086 

LIB3431-030-P1-K2-C9 

BLASTN 

g6016845 

271. 

1.6e-151 

285 

99 

Oryza sativa genomic DNA, chromosome 1, clone : P0711E10 



Seq. No. 

Seq. ID 

Method ' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400087 

LIB3431-030-P1-K2-D10 

BLASTX 

g3126854 

650 

3.0e-68 

124 

98 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 



Seq. No. 



400088 



51208 



Seq. ID 


LIB3431-030-P1-K2-D11 


Method 


BLASTX 






BLAST score 


516 


E value 


2.0e-52 


Match length 


129 


% identity 


84 


NCBI Description 


(U63530) osRAD23 [Oryza sativa] 


Seq. No. 


400089 


Seq. ID 


LIB3431-030-P1-K2-D2 


Method 


BLASTX 


NCBI GI 


g3121731 


BLAST score 


642 


V xt a "I n*» 

J_i vol 


3. 0e-67 


Match length 


143 


% identity 


83 


NCBI Description 


ACONITATE HYDRATASE, CYTOPLASMIC 




( ACONITASE ) >gi_2 14547 3_emb_CAA6! 




hydratase [Solanum tuberosum] 


Seq. No. 


400090 


Seq. ID 


LIB3431-030-P1-K2-D3 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


149 


E value 


4.0e-10 


Match length 


31 


% identity 


97 



NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400091 

LIB3431-030-P1-K2-D4 

BLASTX 

g671740 

554 

6.0e-57 

109 

95 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



400092 

LIB3431-030-P1-K2-D6 

BLASTX 

gl654144 

292 

4.0e-37 
103 



51209 



% identity 

NCBI Description 



74 

(U38471) small GTP-binding protein rab [Brassica rapa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400093 

LIB3431-030-P1-K2-D7 

BLASTN 

g2062705 

35 

7.0e-ll 

35 , 
100 

Human butyrophilin (BTF5) mRNA, complete cds 
400094 

LIB3431-030-P1-K2-E10 

BLASTX 

g3023816 

584 

2.0e-60 

132 

86 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE , CYTOSOLIC 
>gi_968996 (U31676) glyceraldehyde-3-phosphate 
dehydrogenase [Oryza sativa] 

400095 

LIB3431-030-P1-K2-E12 

BLASTX 

gl709620 

505 

3.0e-51 

116 

82 

PROTEIN DISULFIDE ISOMERASE PRECURSOR (PDI) >gi_508 975 
(U11496) protein disulfide isomerase [Triticum aestivum] 

>gi_1094851_prf 2106410A protein disulfide isomerase 

[Triticum aestivum] 

400096 

LIB3431-030-P1-K2-E2 

BLASTN 

gl67086 

69 

1.0e-30 

167 

85 

Hordeum vulgare photosystem I protein (PSI-L) mRNA, 
complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



400097 

LIB3431-030-P1-K2-E4 

BLASTX 

gl32105 

628 

7.0e-72 

135 

99 



51210 



NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKR2S9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



P 
W 

s 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400098 

LIB3431-030-P1-K2-E6 

BLASTX 

gl32105 

737 

3.0e-78 

163 

86 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


400099 


Seq. ID 


LIB3431-030-P1-K2-E7 


Method 


BLASTX 


NCBI GI 


g2583108 


BLAST score 


351 


E value 


4.0e-33 


Match length 


144 


% identity 


49 


NCBI Description 


(AC002387) putative surface protein [Arabidops. 


Seq. No. 


400100 


Seq. ID 


LIB3431-030-P1-K2-E8 


Method 


BLASTX 


NCBI GI 


g5802606 


BLAST score 


704 


E value 


2.0e-74 


Match length 


147 


% identity 


92 


NCBI Description 


(AF174486) methylenetetrahydrof olate reductase 


Seq. No. 


400101 


Seq. ID 


LIB3431-030-P1-K2-E9 


Method 


BLASTX 


NCBI GI 


g3183079 


BLAST score 


157 


E value 


9.0e-ll 


Match length 


86 


% identity 


47 


NCBI Description 


MALATE DEHYDROGENASE, GLYOXYSOMAL PRECURSOR 



51211 



o 



u 

fob 

b 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_1375075_dbj_BAA12870.1_ (D85763) glyoxysomal malate 
dehydrogenase [Oryza sativa] 

400102 

LIB3431-030-P1-K2-F1 

BLASTX 

gl33999 

489 

2.0e-49 

99 

100 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S7 >gi__70904_pir R3RZ7 

ribosomal protein S7 - rice chloroplast 
>gi_12037_emb_CAA33942_ (X15901) ribosomal protein S7 
[Oryza sativa] >gi_12065_emb_CAA33919_ (X15901) ribosomal 

protein S7 [Oryza sativa] >gi_226657_prf 1603356CH 

ribosomal protein S7 [Oryza sativa] 

400103 

LIB3431-030-P1-K2-F10 

BLASTX 

gl32105 

706 

1.0e-74 

131 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

400104 

LIB3431-030-P1-K2-F12 

BLASTX 

gl519251 

443 

6.0e-44 

111 

83 

(U65957) GF14-C protein [Oryza sativa] 
400105 

LIB3431-030-P1-K2-F2 

BLASTN 

g3789951 

71 

3.0e-32 

91 

95 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 



51212 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400106 

LIB3431-030-P1-K2-F4 

BLASTX 

g2570523 

567 

2.0e-58 

128 

80 

(AF022873) inorganic phosphate transporter [Lycopersicon 
esculent urn] 



Q 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400107 

LIB3431-030-P1-K2-F5 

BLASTX 

gl34944 

718 

6.0e-82 

179 

84 

ACYL- [ACYL-CARRIER PROTEIN] DESATURASE PRECURSOR 

(STEAROYL-ACP DESATURASE) >gi_100502_pir A39173 

acyl- [acyl-carrier-protein] desaturase (EC 1.14.99.6) 
precursor - safflower >gi_167197 (M61109) 
stearoyl-acyl-carrier protein desaturase [Carthamus 
tinctorius] 

400108 

LIB3431-030-P1-K2-F6 

BLASTX 

g3777598 

314 

6.0e-29 

104 

67 

(AF095707) 30S ribosomal protein S17 [Oryza sativa] 
400109 

LIB3431-030-P1-K2-F7 

BLASTX 

g3789952 

279 

1.0e-45 

102 

96 

(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 

400110 

LIB3431-030-P1-K2-F8 

BLASTX 

g3024697 

274 

2.0e-24 

91 

65 

T-COMPLEX PROTEIN 1, EPSILON SUBUNIT (TCP-1-EPSILON) 



51213 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(CCT-EPSILON) >gi_2213618 (AC000103) F21J9.12 [Arabidopsis 
thaliana] 

400111 

LIB3431-030-P1-K2-F9 

BLASTN 

g20177 

40 

2.0e-13 

94 

88 

Rice cablR gene for light harvesting chlorophyll 
a/b-binding protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400112 

LIB3431-030-P1-K2-G1 

BLASTX 

gl084455 

517 

1.0e-52 

116 

85 

peptidylprolyl isomerase (EC 5.2.1.8) Cyp2 - rice 
>gi_600767 (L29469) cyclophilin 2 [Oryza sativa] 

400113 

LIB3431-030-P1-K2-G11 

BLASTX 

g4185499 

167 

1.0e-ll 

65 

49 

(AF096095) fertilization-independent seed 2 protein 
[Arabidopsis thaliana] >gi_4185501 (AF096096) 
fertilization-independent seed 2 protein [Arabidopsis 
thaliana] 

400114 

LIB3431-030-P1-K2-G5 

BLASTX 

gl353352 

527 

1.0e-53 

150 

70 

(U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



400115 

LIB3431-030-P1-K2-G6 

BLASTX 

g2316016 

198 

1.0e-18 

86 

60 



51214 



NCBI Description 



(U92650) MRP-like ABC transporter [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400116 

LIB3431-030-P1-K2-G9 

BLASTX 

gl32105 

179 

2.0e-13 

49 

69 

RIBULOSE BIS PHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400117 

LIB3431-030-P1-K2-H1 

BLASTN 

gl398998 

190 

1.0e-102 

275 

100 

Rice OSOEE2 gene for 23 kDa polypeptide of photosystem II, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400118 

LIB3431-030-P1-K2-H12 

BLASTX 

g2407279 

319 

9.0e-30 

65 

100 

(AF017362) aldolase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400119 

LIB3431-030-P1-K2-H2 

BLASTX 

gll5787 

535 

8.0e-55 

121 

86 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_824 61j?ir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 
Seq. ID 



400120 

LIB3431-030-P1-K2-H3 



51215 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 
g20262 
306 

1.0e-172 

341 

98 

O.sativa light-induced mRNA 
400121 

LIB3431-030-P1-K2-H5 

BLASTX 

g2130127 

322 

1.0e-29 

70 
86 

ferritin 1 precursor - maize >gi_1103628_emb_CAA5814 6_ 
(X83076) ferritin [Zea mays] 

400122 

LIB3431-030-P1-K2-H6 

BLASTX 

g4079798 

214 

1.0e-17 

43 

98 

(AF052203) 23 kDa polypeptide of photosystem II [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



400123 

LIB3431-030-P1-K2-H7 

BLASTX 

g2407281 

399 

8.0e-39 

112 

71 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

400124 

LIB3431-030-P1-K2-H9 

BLASTX 

gl262847 

166 

1.0e-ll 

42 

71 

(U51632) type 2 light-harvesting chlorophyll a/b-binding 
polypeptide [Pinus palustris] 

400125 

LIB3431-030-P1-N1-A1 

BLASTN 

gl69820 

277 



51216 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-154 

345 

96 

Oryza sativa triosephosphate isomerase (Rictpi) mRNA, 
complete cds 

400126 

LIB3431-030-P1-N1-A2 

BLASTX 

gll5787 

403 

3.0e-39 

76 

100 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 


400127 


Seq. ID 


LIB3431-030-P1-N1-A4 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


339 


E value 


1.0e-31 


Match length 


64 


% identity 


100 


NCBI Description 


(AF061577) chlorophyll a/b 


Seq. No. 


400128 


Seq. ID 


LIB3431-030-P1-N1-A5 


Method 


BLASTN 


NCBI GI 


g5922603 


BLAST score 


57 


E value 


4.0e-23 


Match length 


80 


% identity 


94 


NCBI Description 


Oryza sativa genomic DNA, i 


Seq. No. 


400129 


Seq. ID 


LIB3431-030-P1-N1-A6 


Method 


BLASTX 


NCBI GI 


g729478 


BLAST score 


323 


E value 


6.0e-30 


Match length 


73 


% identity 


79 


NCBI Description 


FERREDOXIN--NADP REDUCTASE 



>gi_442481_dbj_BAA04 616_ (D17790) f erredoxin-NADP+ 
reductase [Oryza sativa] >gi_60 6964 9_dbj_BAA8 5425 . 1_ 
(AP000616) ESTs AU078647 (E1557) ,C72400 (E1557) correspond to 
a region of the predicted gene.; similar to 
ferredoxin-NADP+ reductase (D17790) [Oryza sativa] 



Seq. No. 
Seq. ID 



400130 

LIB3431-030-P1-N1-A7 



51217 



Q 

u. 

1 — 
fn 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2305114 

321 

1.0e-180 

400 

95 

Oryza sativa ferredoxin mRNA, complete cds 
400131 

LIB3431-030-P1-N1-A8 

BLASTX 

gl32105 

387 

2.0e-37 

73 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza" sativa] 

400132 

LIB3431-030-P1-N1-A9 

BLASTX 

g671740 

460 

8.0e-46 

86 

99 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 

400133 

LIB3431-030-P1-N1-B10 

BLASTX 

g2344897 

273 

6.0e-24 

92 

58 

(AC002388) unknown protein [Arabidopsis thaliana] 
400134 

LIB3431-030-P1-N1-B3 

BLASTX 

g2072555 

237 

9.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 



51218 



protein [Oryza sativa] 



G9 

_s~" 

O 

"Vt 



Seq. No. 


400135 


oeq. xu 


T TR^4^1 — n*}fi — P1 —XII — 


Method 


BLASTN 


NCBI GI 


g5734616 


BLAST score 


409 


E value 


0.0e+00 


Match length 


499 


% identity 


100 


NCBI Description 


Oryza sativa genomic DNA, chromosome 6, > 


Seq. No. 


400136 


oeq. lu 


LilDO ft J i U jU JTl IN 1 Dj 


Method 


BLASTX 


NCBI GI 


g3345477 


BLAST score 


331 


E value 


9.0e-31 


Match length 


62 


% identity 


100 


NCBI Description 


(AB016283) carbonic anhydrase [Oryza sat 


Seq. No. 


400137 


oeq. iu 


t Tm^^i — n^fi— di — mi — m 

JjlDjfl j1 UjU rl INI d / 


Method 


BLASTX 


NCBI GI 


g3510256 


BLAST score 


229 


E value 


9,0e-19 


Match length 


79 


% identity 


56 


NCBI Description 


(AC005310) unknown protein [Arabidopsis 


Seq. No. 


400138 


Seq. ID 


LIB3431-030-P1-N1-B8 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


207 


E value 


8.0e-23 


Match length 


56 


% identity 


93 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL i 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



JN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375__prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

400139 

LIB3431-030-P1-N1-B9 

BLASTX 

g4115536 

293 

2.0e-26 
114 



51219 



% identity 


47 


NCBI Description 


(AB012115) UDP-glycose: flavonoid glycosyltransf erase 




mungo ] 


Seq. No. 


400140 


Seq. ID 


LIB3431-030-P1-N1-C1 


Method 


BLASTX 


NCBI GI 


g3789954 


BLAST score 




E value 


2.0e-22 


Match length 


48 


% identity 


98 


NCBI Description 


(AF094776) chlorophyll a/b-binding protein precursor 




sativa] 


Seq. No. 


400141 


Seq. ID 


LIB3431-030-P1-N1-C12 


Method 


BLASTX 


NCBI GI 


g2191138 


BLAST score 


*51 Q 
JIO 


E value 


3.0e-29 


Match length 


75 


% identity 


79 


NCBI Description 


(AF007269) A_IG002N01 . 18 gene product [Arabidopsis 




thaliana] 


Seq. No. 


400142 


Seq. ID 


LIB3431-030-P1-N1-C2 


Method 


BLASTN 




gi yuy 4 


BLAST score 


58 


E value 


5.0e-24 


Match length 


66 


% identity 


97 


NCBI Description 


H.vulgare mRNA PsaN for photosystem I subunit N 


Seq. No. 


400143 


Seq. ID 


LIB3431-030-P1-N1-C4 


Method 


BLASTX 


NCBI GI 


g3914466 


BLAST score 


455 


E value 


o fi<a — 
O • Uc 4 D 


Match length 


84 


% identity 


98 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 


(PSI-N) >gi_2981214 (AF052429) photosystem I complex 




subunit precursor [Zea mays] 


Seq. No. 


400144 


Seq. ID 


LIB3431-030-P1-N1-C6 


Method 


BLASTX 


NCBI GI 


g2501190. 


BLAST score 


155 


E value 


3.0e-10 


Match length 


51 


% identity 


69 


NCBI Description 


THIAMINE BIOSYNTHETIC ENZYME 1-2 PRECURSOR 



51220 



>gi_2130147_pir S61420 thiamine biosynthetic enzyme thil-2 

- maize >gi_596080 (U17351) thiamine biosynthetic enzyme 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400145 

LIB3431-030-P1-N1-C8 

BLASTX 

g3776581 

350 

5.0e-33 

118 

58 

(AC005388) Similar to Beta integral membrane protein 
homolog gb U43629 from A. thaliana. [Arabidopsis thaliana] 



Seq. No. 


400146 




Seq. ID 


LIB3431-030- 


■P1-N1-C9 


Method 


BLASTX 




NCBI GI 


gll84112 




BLAST score 


410 




E value 


4.0e-40 




Match length 


111 




% identity 


75 




NCBI Description 


(U46138) Zn- 


■induced protein [Oryza sativa] 


Seq. No. 


400147 




Seq. ID 


LIB3431-030- 


•P1-N1-D1 


Method 


BLASTX 




NCBI GI 


gl31176 




BLAST score 


352 




E value 


2.0e-33 




Match length 


70 




% identity 


96 




NCBI Description 


PHOTOSYSTEM 


I REACTION CENTRE SUBUNIT IV PRECURSOR 



(PHOTOSYSTEM I 10.8 KD POLYPEPTIDE) (PSI-E) 

>gi_72683_pir F1BH4 photosystem I chain IV precursor - 

barley >gi_19087_emb_CAA68782_ (Y00966) psa2 preprotein (AA 

-46 to 101) [Hordeum vulgare] >gi_226163_prf 1413233A 

10.8kD photosystem I protein [Hordeum vulgare var. 
distichum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400148 

LIB3431-030-P1-N1-D10 

BLASTX 

g3126854 

635 

2.0e-66 

123 

98 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



400149 

LIB3431-030-P1-N1-D11 

BLASTX 

gl488297 

257 

4.0e-22 



51221 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60 
83 

(U63530) osRAD23 [Oryza sativa] 
400150 

LIB3431-030-P1-N1-D12 

BLASTX 

g461595 

183 

2.0e-13 

95 

44 

ATP SYNTHASE B ' CHAIN PRECURSOR (SUBUNIT II) 

>gi_479533_pir S34473 H+-transporting ATP synthase (EC 

3.6.1.34) chain 9 - spinach >gi_394755_emb_CAA50520_ 
(X71397) CF(o)II ATP synthase subunit 9 [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400151 

LIB3431-030-P1-N1-D2 

BLASTX 

g6093830 

164 

2.0e-ll 

50 

38 

PHOTOS YSTEM II CORE COMPLEX PROTEINS PSBY PRECURSOR (L-AME) 
[CONTAINS: PHOTOSYSTEM II PROTEIN PSBY-1; KD PHOTOSYSTEM II 
PROTEIN PSBY-2] >gi_3337435 (AF060198) PsbY precursor; 
putative photosytem II peptide [Spinacia oleracea] 

400152 

LIB3431-030-P1-N1-D3 

BLASTX 

gl32105 

398 

1.0e-38 

73 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400153 

LIB3431-030-P1-N1-D4 

BLASTX 

gl32105 

301 

2.0e-27 

57 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C 



PRECURSOR 



51222 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

400154 

LIB3431-030-P1-N1-D6 

BLASTX 

gl362066 

546 

6.0e-56 

126 

86 

small GTP-binding protein - garden pea 

>gi_871510_emb_CAA90080_ (Z4 9900) small GTP-binding protein 
[Pisum sativum] 

400155 

LIB3431-030-P1-N1-D7 

BLASTX 

gl67097 

151 

1.0e-20 

61 

87 

(M55449) ribulose 1, 5-bisphosphate carboxylase activase 
[Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400156 

LIB3431-030-P1-N1-D8 

BLASTX 

g4586021 

271 

8.0e-24 

61 

77 

(AC007170) putative cytoplasmic aconitate hydratase 
[Arabidopsis thaliana] 

400157 

LIB3431-030-P1-N1-E1 

BLASTX 

g2493650 

438 

3.0e-43 

89 

97 

RUBISCO SUBUNIT BINDING- PROTEIN BETA SUBUNIT (60 KD 
CHAPERON IN BETA SUBUNIT) (CPN-60 BETA) 
>gi_1167858_emb_CAA93139_ (Z68903) chaperonin [Secale 
cereale] 



Seq. No. 



400158 



51223 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-030-P1-N1-E12 

BLASTX 

g!709620 

178 

9.0e-13 

55 

71 

PROTEIN DISULFIDE ISOMERASE PRECURSOR (PDI) >gi_508975 
(U11496) protein disulfide isomerase [Triticum aestivum] 

>gi_1094851_prf 2106410A protein disulfide isomerase 

[Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400159 

LIB3431-030-P1-N1-E2 

BLASTX 

gl31225 

337 

2.0e-31 

94 

70 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400160 

LIB3431-030-P1-N1-E4 

BLASTX 

g347451 

152 

7.0e-10 

38 
79 

(L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400161 

LIB3431-030-P1-N1-E6 

BLASTX 

g671740 

512 

6.0e-52 

94 

98 

(X84730) ribulose-bisphosphate carboxylase 
construct] 



[synthetic 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400162 

LIB3431-030-P1-N1-E8 

BLASTX 

g5802606 

498 

3.0e-50 

104 

86 

(AF174486) methylenetetrahydrof olate reductase [Zea mays] 



51224 



Seq. No. 

Seq. ID 

Method 

NCBI GI - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400163 

LIB3431-030-P1-N1-E9 

BLASTX 

g3183079 

341 

6.0e-32 

83 

78 

MALATE DEHYDROGENASE, GLYOXYSOMAL PRECURSOR 
>gi_1375075_dbj_BAA12870.1_ (D85763) glyoxysomal malate 
dehydrogenase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400164 

LIB3431-030-P1-N1-F1 

BLASTX 

gll73275 

590 

4.0e-61 

136 
90 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S7 

>gi_2119068_pir S58630 ribosomal protein S7 - maize 

chloroplast >gi_902274_emb_CAA60339_ (X86563) ribosomal 
protein S7 [Zea mays] >gi_902298_emb_CAA60362_ (X86563) 
ribosomal protein S7 [Zea mays] 



i z 



T5B? 

u 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400165 

LIB3431-030-P1-N1-F10 

BLASTX 

gl32105 

386 

1.0e-47 

93 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC '4 . 1 . 1 . 39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400166 

LIB3431-030-P1-N1-F12 

BLASTX 

gl519251 

244 

1.0e-20 

47 

100 

(U65957) GF14-C protein [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 



400167 

LIB3431-030-P1-N1-F2 
BLASTX 



51225 



Vi D X \J X 


al587206 


BLAST score 


186 


E value 


1.0e-13 


Match length 


39 


% identity 


97 


NCBI Description 


T complex p; 


Seq. No. 


400168 


Seq. ID 


LIB3431-030- 


Method 


BLASTX 


NCBI GI 


g5053118 


DiJAtJ 1 DUUi C 


4 9S 

*i j -j 


E value 


5.0e-58 


Match length 


165 


% identity 


72 


NCBI Description 


(AF156695) . 




tuberosum] 


Seq. No. 


400169 


Seq. ID 


LIB3431-030 


Method 


BLASTX 


NPRT (IT 


a2281099 


BLAST score 


181 


E value 


3.0e-13 


Match length 


45 


% identity 


76 


NCBI Description 


(AC002333) . 


Seq. No. 


400170 


Seq. ID 


LIB3431-030 


Method 


BLASTX 


MPDT fir 

\JX 


^777^98 


BLAST score 


327 


E value 


2.0e-30 


Match length 


78 


% identity 


85 


NCBI Description 


(AF095707) 


Seq. No. 


400171 


Seq. ID 


LIB3431-030 


Method 


BLASTX 


NCBI GI 


g3789952 


BLAST score 


230 


E value 


6.0e-19 


Match length 


44 


% identity 


98 


NCBI Description 


(AF094775) . 




sativa] 



-N1-F4 



inorganic phosphate transporter [Solanum 



-F5 



stearoyl-ACP desaturase [Arabidopsis thaliana] 



-F6 



-P1-N1-F7 



chlorophyll a/b-binding protein presursor [Oryz 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



400172 

LIB3431-030-P1-N1-F9 

BLASTX 

gll5787 

505 

4.0e-51 

96 

100 



51226 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

400173 

LIB3431-030-P1-N1-G1 

BLASTX 

gl084455 

379 

2.0e-36 

72 

100 

peptidylprolyl isomerase (EC 5.2.1.8) Cyp2 - rice 
>gi_600767 (L29469) cyclophilin 2 [Oryza sativa] 

400174 

LIB3431-030-P1-N1-G11 

BLASTX 

g4185499 

226 

2.0e-18 

68 

51 

(AF096095) fertilization-independent seed 2 protein 
[Arabidopsis thaliana] ^^leSSO^ (AF096096) 
fertilization-independent seed 2 protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400175 

LIB3431-030-P1-N1-G4 

BLASTX 

g3643602 

.263 

7.0e-23 

88 

57 

(AC005395) putative tonoplast intrinsic protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400176 

LIB3431-030-P1-N1-G5 

BLASTX 

gl353352 

184 

1.0e-13 

51 

71 

(U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



400177 

LIB3431-030-P1-N1-G9 

BLASTX 

g671740 

488 



51227 



E value 
Match length 
% identity 
NCBI Description 



4.0e-49 

90 

99 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400178 

LIB3431-030-P1-N1-H1 

BLASTN 

gl398998 

162 

8.0e-86 

275 

97 

Rice OSOEE2 gene for 23 kDa polypeptide of photosystem II, 
complete cds 

400179 

LIB3431-030-P1-N1-H10 

BLASTN 

g2331130 

259 

1.0e-144 

271 

99 

Oryza sativa glycine-rich protein (OSGRP1) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



400180 

LIB3431-030-P1-N1-H2 

BLASTX 

g3036951 

451 

9.0e-45 

86 

99 

(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

400181 

LIB3431-030-P1-N1-H3 

BLASTX 

g417260 

303 

2.0e-27 

77 

74 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 

400182 

LIB3431-030-P1-N1-H6 

BLASTX 

g4079798 

301 

2.0e-27 



51228 



Q 
y 5 

FT; 

On 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



61 
93 

(AF052203) 23 kDa polypeptide of photosystem II 
sativa] 



400183 

LIB3431-030-P1-N1-H8 

BLASTN 

g3377792 

269 

1.0e-149 

399 

92 

Oryza sativa ribulose-1, 5-bisphosphate 
carboxylase/oxygenase activase (rca) mRNA, 



[Oryza 



complete cds 



400184 

LIB3431-030-P1-N1-H9 

BLASTX 

g6093827 

156 

2.0e-10 

61 

29 

PHOTOSYSTEM II CORE COMPLEX PROTEINS PSBY PRECURSOR (L-AME) 
[CONTAINS: PHOTOSYSTEM II PROTEIN PSBY-1; KD PHOTOSYSTEM II 
PROTEIN PSBY-2] >gi_2956690_emb_CAA11248_ (AJ223306) PSBY 
[Arabidopsis thaliana] >gi_3414928 (AF079800) PsbY 
precursor [Arabidopsis thaliana] 

400185 

LIB3431-031-P1-K1-A11 

BLASTX 

g2913893 

262 

8,.'0e-23: 

56 

82 

(AB011368) LIPS [Oryza sativa] 
400186 

LIB3431-031-P1-K1-A12 

BLASTX 

g2072555 

237 

8.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



400187 

LIB3431-031-P1-K1-A2 

BLASTX 

gl34595 

236 



51229 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-19 

71 

66 

SUPEROXIDE DISMUTASE-1 [CU-ZN] >gi_2804 12j?ir S22508 

superoxide dismutase (EC 1.15.1.1) (Cu-Zn) sodA - rice 
>gi_218224_dbj_BAA00799_ (D00999) copper/ zinc-superoxide 
dismutase [Oryza sativa] >gi_685242 (L19435) cytosolic 
copper/ zinc-superoxide dismutase [Oryza sativa] 

>gi_1096504_prf 2111424A Cu/Zn superoxide dismutase [Oryz 

sativa] 

400188 

LIB3431-031-P1-K1-A3 

BLASTN 

gl9094 

53 

9.0e-21 

65 
95 

H. vulgare mRNA PsaN for photosystem I subunit N 
400189 

LIB3431-031-P1-K1-A4 

BLASTN 

g20262 

193 

I. 0e-104 
300 

100 

0. sativa light-induced mRNA 
400190 

LIB3431-031-P1-K1-A5 

BLASTX 

g2407281 

641 

3.0e-67 

120 

99 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

400191 

LIB3431-031-P1-K1-A6 

BLASTX 

g4914452 

420 

3.0e-41 

127 

62 

(AL050398) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



400192 

LIB3431-031-P1-K1-A7 

BLASTX 

gl34595 

615 



51230 



E value 
Match length 
% identity 
NCBI Description 



I : 

s 

Q 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-64 

116 

100 

SUPEROXIDE DISMUTASE-1 [CU-ZN] >gi_280412_pir S22508 

superoxide dismutase (EC 1.15.1.1) (Cu-Zn) sodA - rice 
>gi_218224_dbj_BAA00799_ (D00999) copper/ zinc-superoxide 
dismutase [Oryza sativa] >gi_685242 (L19435) cytosolic 
copper/zinc-superoxide dismutase [Oryza sativa] 

>gi_1096504_prf 2111424A Cu/Zn superoxide dismutase [Oryza 

sativa] 

400193 

LIB3431-031-P1-K1-A8 

BLASTX 

g5903036 

316 

4.0e-29 
132 

52 " 

(AC008016) F6D8.5 [Arabidopsis thaliana] 
400194 

LIB3431-031-P1-K1-B1 

BLASTX 

g5702231 

195 

7.0e-15 

110 

45 

(AF145386) hypersensitive reaction associated Ca2+-binding 
protein [Phaseolus vulgaris] 

400195 

LIB3431-031-P1-K1-B10 

BLASTX 

g320618 

285 

5.0e-26 

62 

89 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

400196 

LIB3431-031-P1-K1-B2 

BLASTX 

g2754849 

254 

7.0e-22 

56 

88 

(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 



51231 



Seq. No. 


400197 




Seq. ID 


LIB3431-031-P1-K1- 


-B9 


Method 


BLASTN 




MfDT {IT 






BLAST score 


177 




E value 


8.0e-95 




Match length 


281 




% identity 


91 




NCBI Description 


Oryza sativa mRNA 


for thioredoxin M 


Seq. No. 


400198 




Seq. ID 


LIB3431-031-P1-K1- 


-CI 


Method 


BLASTX 




NCBI GI 


g228403 




BLAST score 


655 




E value 


8.0e-69 




Match length 


145 




% identity 


89 




NCBI Description 


glycolate oxidase 


[Lens culinaris] 



'CP 

s 



3 s 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400199 

LIB3431-031-P1-K1-C12 

BLASTX 

gl32105 

577 

1.0e-59 

124 

87 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 
(RUBISCO SMALL SUBUNIT C) >gi_68094_pir_RKRZS9 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400200 

LIB3431-031-P1-K1-C2 
BLASTX 
g320618 
536 

7.0e-55 
118 
86 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 

type I light-harvesting 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



400201 

LIB3431-031-P1-K1-C3 

BLASTX 

g2072555 

237 



51232 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



8.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

400202 

LIB3431-031-P1-K1-C4 

BLASTX 

gl32105 

512 

5.0e-52 

110 

85 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208__dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

400203 

LIB3431-031-P1-K1-C7 

BLASTN 

g2780342 

102 

1.0e-50 

102 

100 

Oryza s 
>gi_325 
sativa 



ativa gene for PBZ1, complete cds 

1321_dbj_E12488_E12488 Nucleotide sequence of Oryza 
PBZ1 gene 



400204 

LIB3431-031-P1-K1-C8 

BLASTX 

g3660469 

608 

3.0e-63 

132 

90 

(AJ001808) succinyl-CoA-ligase beta subunit [Arabidopsis 
thaliana] >gi_4512693_gb_AAD2174 6 . 1_ (AC006569) 
succinyl-CoA ligase beta subunit [Arabidopsis thaliana] 

400205 

LIB3431-031-P1-K1-D1 

BLASTN 

g3126853 

47 

1.0e-17 

63 

94 



51233 



NCBI Description 



Oryza sativa chlorophyll a/b binding protein (RCABP89) 
mRNA, nuclear gene encoding chloroplast protein, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400206 

LIB3431-031-P1-K1-D10 

BLASTX 

gl658315 

580 

5.0e-60 

134 

76 

(Y08988) osr40g3 [Oryza sativa] 
400207 

LIB3431-031-P1-K1-D8 

BLASTX 

gl31225 

607 

3.0e-63 

128 

92 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 


400208 


Seq. ID 


LIB3431-031-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


g!296955 


BLAST score 


596 


E value 


6.0e-62 


Match length 


134 


% identity 


38 


NCBI Description 


(X95402) duplicated domain structure protein [Oryza sativa] 


Seq. No. 


400209 


Seq. ID 


LIB3431-031-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


g986969 


BLAST score 


318 


E value 


3.0e-29 


Match length 


127 


% identity 


51 


NCBI Description 


(L28005) TGACG-mot if -binding protein [Glycine max] 


Seq. No. 


400210 


Seq. ID 


LIB3431-031-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


686 


E value 


2.0e-72 


Match length 


128 


% identity 


100 


NCBI Description 


(AF061577) chlorophyll a/b binding protein [Oryza sativa] 



51234 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400211 

LIB3431-031-P1-K1-E8 

BLASTX 

g417260 

372 

1.0e-35 

121 

64 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA4 8706_ (X68807) 
light-regulated gene [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400212 

LIB3431-031-P1-K1-E9 

BLASTX 

g3914466 

258 

6.0e-24 

60 

92 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN 
(PSI-N) >gi_2981214 (AF052429) photosystem 
subunit precursor [Zea mays] 



PRECURSOR 

I complex PsaN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400213 

LIB3431-031-P1-K1-F1 

BLASTX 

g3913018 

579 

6.0e-60 

117 

100 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
(ALDPJ >gi_218155_dbj_BAA02730_ (D13513) chloroplastic 
aldolase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400214 

LIB3431-031-P1-K1-F10 

BLASTX 

g2688824 

146 

3.0e-09 

76 

47 

(U93273) putative auxin-repressed protein [Prunus 
armeniaca] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400215 

LIB3431-031-P1-K1-F11 

BLASTX 

g2944178 

346 

1.0e-32 

116 

59 

(AF007778) 
thaliana] 



trehalose-6-phosphate phosphatase [Arabidopsis 



51235 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400216 

LIB3431-031-P1-K1-F12 

BLASTX 

gl32105 

559 

1.0e-57 

122 
86 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400217 

LIB3431-031-P1-K1-F2 

BLAST N 

g20369 

335 

0.0e+00 

351 

99 

Oryza sativa shoot GS2 mRNA for chloroplastic glutamine 
synthetase (EC 6.3.1.2) (clone lambda-GS31) 
>gi_2170909_dbj_E02681_E02681 cDNA encoding precursor of 
chloroplast localising glutamine synthetase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400218 

LIB3431-031-P1-K1-F6 

BLASTX 

gl661160 

178 

3.0e-13 

59 

71 

(U74295) chlorophyll a/b binding protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400219 

LIB3431-031-P1-K1-F8 

BLASTX 

g4507223 

460 

5.0e-46 

135 

71 

signal recognition particle receptor ('docking protein') 
>gi_134892_sp_P08240_SRPR_HUMAN SIGNAL RECOGNITION PARTICLE 
RECEPTOR ALPHA SUBUNIT (SR-ALPHA) (DOCKING PROTEIN ALPHA) 

(DP-ALPHA) >gi_88607_pir A29440 signal recognition 

particle receptor - human >gi_308 66_emb_CAA29608_ (X06272) 
docking protein [Homo sapiens] 



51236 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400220 

LIB3431-031-P1-K1-F9 

BLASTX 

g82080 . 

333 

4.0e-31 

104 

64 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 



0 * 
CO 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400221 

LIB3431-031-P1-K1-G3 

BLASTX 

gl32105 

600 

2.0e-62 

129 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase- (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375j?rf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length - 

% identity 

NCBI Description 



400222 

LIB3431-031-P1-K1-G4 

BLASTX 

g2130127 

397 

1.0e-38 

92 

84 

ferritin 
(X83076) 



1 precursor - maize >gi_1103628_emb_CAA5814 6_ 
ferritin [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400223 

LIB3431-031-P1-K1-G5 

BLASTX 

gll5787 

614 

5.0e-64 

137 

89 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461j?ir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 
Seq. ID 



400224 

LIB3431-031-P1-K1-H11 



51237 



*0 



o 



™3; 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g217909 

353 

2.0e-33 

105 

69 

(D14044) 



glycolate oxidase [Cucurbita sp.] 



400225 

LIB3431-031-P1-N1-A3 

BLASTX 

g3914466 

472 

2.0e-47 

90 

96 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN 
(PSI-N) >gi_2981214 (AF052429) photosystem 
subunit precursor [Zea mays] 



PRECURSOR 

I complex PsaN 



400226 

LIB3431-031-P1-N1-A4 

BLASTX 

g417260 

338 

2.0e-31 

115 

62 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 

400227 

LIB3431-031-P1-N1-A5 

BLASTX 

g671740 

227 

2.0e-18 

45 

96 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



400228 

LIB3431-031-P1-N1-A6 

BLASTX 

g4914452 

274 

6.0e-24 

75 

68 

(AL050398) putative protein [Arabidopsis thaliana] 
400229 

LIB3431-031-P1-N1-A7 

BLASTX 

g538430 



51238 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279 

1.0e-24 

55 

98 

(L36320) superoxide dismutase [Oryza sativa] 
400230 

LIB3431-031-P1-N1-B10 

BLASTX 

g!15787 

632 

6.0e-66 

121 

100 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

400231 

LIB3431-031-P1-N1-B11 

BLAST N 

g218171 

80 

3.0e-37 

168 

88 

Oryza sativa mRNA for type I light-harvesting chlorophyll 
a/b binding protein of photosystem II (LHCPII), complete 
cds 



Seq. No. 


400232 


Seq. ID 


LIB3431-031-P1-N1-B5 


Method 


BLASTN 


NCBI GI 


g2062705 


BLAST score 


33 


E value 


3.0e-09 


Match length 


41 


% identity 


95 


NCBI Description 


Human butyrophilin {: 


Seq. No. 


400233 


Seq. ID 


LIB3431-031-P1-N1-B8 


Method 


BLASTX 


NCBI GI 


g5734790 


BLAST score 


335 


E value 


2.0e-31 


Match length 


76 


% identity 


86 


NCBI Description 


(AC007980) ATP-depen< 




thaliana] 


Seq. No. 


400234 


Seq. ID 


LIB3431-031-P1-N1-B9 


Method 


BLASTX 


NCBI GI 


g4138290 



(BTF5) mRNA, complete cds 



ATP-dependent metalloprotease [Arabidopsis 



51239 



BLAST score 


398 


E value 


1.0e-38 


Match length 


77 


% identity 


100 


NCBI Description 


(AJ005841) thioredoxin M [Oryza sat: 


Seq. No. 


400235 


Seq. ID 


LIB3431-031-P1-N1-C1 


Method 


BLASTX 




/ U J 1 J 


BLAST score 


196 


E value 


5.0e-15 


Match length 


41 


% identity 


93 


NCBI Description 


(AF022740) glycolate oxidase [Oryza 


Seq. No. 


400236 


Seq. ID 


LIB3431-031-P1-N1-C10 


Method 


BLASTX 


NCBI GI 


gl31397 


BLAST score 


158 


E value 


2.0e-10 


Match length 


147 


% identity 


28 


NCBI Description 


OXYGEN-EVOLVING ENHANCER PROTEIN 3 : 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_81480_pir S00008 photosystem II oxygen-evolving 

complex protein 3 precursor - spinach 

>gi_755802_emb_CAA29056_ (X05512) 16 IcDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 

oleracea] >gi_225597__prf 1307179B luminal protein 16kD 

[Spinacia oleracea] 

400237 

LIB3431-031-P1-N1-C12 

BLASTN 

g218207 

327 

0.0e+00 

399 

95 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

pOSSS1139 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400238 

LIB3431-031-P1-N1-C2 

BLASTX 

gll5787 

432 

1.0e-42 

82 

100 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi^20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 



51240 



[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400239 

LIB3431-031-P1-N1-C3 

BLASTN 

g2072554 

389 

0.0e+00 

389 

100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



5T1 
ess 

o 

ET3 
S 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score, 

E value 

Match length 

% identity 

NCBI Description 



400240 

LIB3431-031-P1-N1-C4 

BLASTX 

gl32105 

653 

2.0e-68 

124 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

400241 

LIB3431-031-P1-N1-C6 

BLASTX 

g347451 

386 

3.0e-37 

71 

99 

(L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400242 

LIB3431-031-P1-N1-C7 

BLASTN 

g2780342 

419 

0.0e+00 

427 

100 

Oryza sativa gene for PBZ1, complete cds 

>gi_3251321_dbj_E12488_E12488 Nucleotide sequence of Oryza 
sativa PBZ1 gene 



Seq. No. 
Seq. ID 
Method 



400243 

LIB3431-031-P1-N1-D1 
BLASTN 



51241 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3126853 
124 

2.0e-63 

162 

100 

Oryza sativa chlorophyll a/b binding protein (RCABP89) 
mRNA, nuclear gene encoding chloroplast protein, complete 
cds 





Seq. No. 


400244 




Seq. ID 


LIB3431-031-P1-N1-D10 




Method 


BLASTX 




NCBI GI 


gl296955 




BLAST score 


308 




E value 


•o fid — OQ 




Match length 


56 




% identity 


46 




NCBI Description 


(X95402) duplicated domain structure protein [Oryza 




Seq. No. 


400245 




Seq. ID 


LIB3431-031-P1-N1-D6 


m 


Method 


BLASTN 


SO 


NCBI GI 


g218154 




BLAST score 


117 




E value 


6.0e-59 


Q 


Match length 


iby 


S B 

£™ 


% identity 


100 




NCBI Description 


Oryza sativa gene for cytoplasmic aldolase, complet* 


s 




clone: Al dp 




Seq. No. 


400246 


Q 


Seq. ID 


LIB3431-031-P1-N1-D7 




Method 


BLASTX 


IsJ 


NCBI GI 


g289920 


Eel 


BLAST score 


300 


0 


E value 


3.0e-27 




Match length 


57 




% identity 


100 




NCBI Description 


(L07119) chlorophyll A/B binding protein [Gossypium 






hirsutum] 




Seq. No. 


400247 




Seq. ID 


LIB3431-031-P1-N1-D8 




Method 


BLASTX 




NCBI GI 


gl31225 




BLAST score 


216 




E value 


2.0e-17 




Match length 


56 




% identity 


73 



NCBI Description 



PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 
Seq. ID 
Method 



400248 

LIB3431-031-P1-N1-D9 
BLASTN 



51242 



NCBI GI 


g3885887 


tJLiAbi score 


A O R 


E value 


0.0e+00 


Match length 


429 


% identity 


100 


NCBI Description 


Oryza sativa high mobility group protein (HMG) mRNA, 




complete cds 


Seq. No. 


400249 


Seq. ID 


LIB3431-031-P1-N1-E12 


Method 


BLASTX 


NCBI GI 


gl076422 


BLAST score 


229 


E value 




Match length 


85 


% identity 


60 


NCBI Description 


transcription factor OBF4 - Arabidopsis thaliana 




>gi_414613_emb_CAA49524_ (X69899) ocs-element binding 




factor 4 [Arabidopsis thaliana] 


Seq. No. 


400250 


Seq. ID 


LIB3431-031-P1-N1-E2 


Method 


BLASTX 


NCBI GI 


gl33019 


BLAST score 


256 


E value 


4.0e-22 


Match length 


n q 
1 9 


% identity 


56 


NCBI Description 


60S RIBOSOMAL PROTEIN L7 >gi_71122_pir R5D07 ribosomal 




protein L7 - slime mold (Dictyostelium discoideum) 




>gi_7357__emb_CAA33035_ (X14 909) ribosomal protein L7 (AA 




- 246) [Dictyostelium discoideum] 


Seq. No. 


400251 


Seq. ID 


LIB3431-031-P1-N1-E4 


Method 


BLASTX 


M^OT /*"* T 

NCBI GI 


gj>lzbob4 


BLAST score 


507 


E value 


1.0e-68 


Match length 


135 


% identity 


99 


NCBI Description 


(AF061577) chlorophyll a/b binding protein [Oryza sativa 


Seq. No. 


400252 


Seq. ID 


LIB3431-031-P1-N1-E6 


Method 


BLASTN 


NCBI GI 


g218209 


BLAST score 


53 


E value 


9.0e-21 


Match length 


69 


% identity 


94 


NCBI Description 


Oryza sativa mRNA for the small subunit of 



Seq. No. 
Seq. ID 



ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 
pOSSS2106 

400253 

LIB3431-031-P1-N1-E8 



51243 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g417260 

300 

4.0e-27 

76 

75 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 



400254 

LIB3431-031-P1-N1-E9 

BLASTX 

g3914466 

342 

4.0e-32 

63 

95 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN 
(PSI-N) >gi_2981214 (AF052429) photosystem 
subunit precursor [Zea mays] 



PRECURSOR 

I complex PsaN 



400255 

LIB3431-031-P1-N1-F1 

BLASTX 

g2407279 

182 

2.0e-13 

37 

100 

(AF017362) aldolase [Oryza sativa] 
400256 

LIB3431-031-P1-N1-F12 

BLASTX 

gl32105 

354 

6.0e-44 

94 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI. 
BLAST score 
E value 
Match length 



400257 

LIB3431-031-P1-N1-F5 

BLASTX 

gll5787 

459 

8.0e-46 
87 



51244 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



100 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461j?ir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 

400258 

LIB3431-031-P1-N1-F6 

BLASTX 

g3036949 

300 

4.0e-27 

57 

100 

(AB012638) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

400259 

LIB3431-031-P1-N1-F8 

BLASTX 

g2911886 

198 

3.0e-15 

52 
69 

(AF047663) Contains similarity to Pfam domain: PF00448 
(SRP54 ) , Score=14.7, E-value-2 . 7e-12, N=l [Caenorhabditis 
elegans] 

400260 

LIB3431-031-P1-N1-F9 

BLASTX 

g82080 

336 

2.0e-31 

79 

82 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

400261 

LIB3431-031-P1-N1-G10 

BLASTX 

g606817 

266 

3.0e-23 

50 

100 

(U08404) carbonic anhydrase [Oryza sativa] 
>gi_5917783_gb_AAD56038.1_AF182806_l (AF182806) carbonic 
anhydrase 3 [Oryza sativa] 

400262 

LIB3431-031-P1-N1-G3 
BLASTX 



51245 



01 



f — 

o 

s 

Q 



Q 



NCBI GI 


g671740 


BLAST score 


oUo 


E value 


2.0e-51 


Match length 


91 


% identity 


100 


NCBI Description 


(X84730) ribulose-bisphosphate carboxyla: 




construct] 


Seq. No. 


400263 


Seq. ID 


LIB3431-031-P1-N1-G4 


Method 


BLASTN 




g4 jjj lu 


BLAST score 


58 


E value 


8.0e-24 


Match length 


102 


% identity 


89 


NCBI Description 


Rice mRNA for ferritin, partial sequence 


Seq. No. 


400264 


Seq. ID 


LIB3431-031-P1-N1-G5 


Method 


BLASTX 


NCBI GI 


g289920 


BLAoi score 


jUU 


E value 


4.0e-27 


Match length 


57 


% identity 


100 


NCBI Description 


(L07119) chlorophyll A/B binding protein 




hirsutum] 


Seq. No. 


400265 


Seq. ID 


LIB3431-031-P1-N1-G6 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


301 


E value 


2.0e-27 


Match length 


57 


% identity 


100 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

400266 

LIB3431-031-P1-N1-G7 

BLASTX 

g548603 

449 

1.0e-44 

89 

97 

PHOTOS YSTEM I REACTION CENTRE' SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 



51246 



>gi_478404_pir JQ2247 photosystem I chain D precursor - 

barley >gi_167085 (M98254) PSI-D subunit [Hordeum vulgare] 



Con "KTr> 


*i \J \J \) f 


Seq. ID 


LIB3431-031-P1-N1-H1 


Method 


BLASTX 


NCBI GI 


g4886443 


BLAST score 


219 


E value 


1.0e-17 


Match length 


62 


% identity 


76 


NCBI Description 


(AL050268) hypothetic 


Seq. No. 


400268 




T TR*^4^1 -mi -PI -N1 -HI 1 


Method 


BLASTX 


NCBI GI 


gl486472 


BLAST score 


168 


E value 


9.0e-12 


Match length 


33 


% identity 


85 


NCBI Description 


(X99853) oxoglutarate 




tuberosum] 


o6q. 1NO - 




Seq. ID 


LIB3431-031-P1-N1-H12 


Method 


BLASTX 


NCBI GI 


g2570515 


BLAST score 


148 


E value 


2.0e-09 


Match length 


38 


% identity 


71 


NCBI Description 


(AF022740) glycolate . 


Seq. No. 


400270 




T TP^d ?1 — D*31 - PI -Ml -Hfi 
lidji ji uji tr ± iNi no 


Method 


BLASTX 


NCBI GI 


g733454 


BLAST score 


446 


E value 


3.0e-44 


Match length 


91 


% identity 


95 


NCBI Description 


(U23188) chlorophyll., 




[Zea mays] 


Seq. No. 


400271 


Seq. ID 


LIB3431-031-P1-N1-H7 


Method 


BLASTN 


NCBI GI 


g5295987 


BLAST score 


124 


E value 


4.0e-63 


Match length 


359 


% identity 


84 


NCBI Description 


Oryza sativa mRNA for 




clone:S10304 



Seq. No. 400272 



protein [Homo sapiens] 



malate translocator [Solanum 



oxidase [Oryza sativa] 



a/b-binding apoprotein CP26 precursor 



MADS box-like protein, complete cds, 



51247 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-031-P1-N1-H8 

BLASTX 

g4587556 

161 

7.0e-ll 

40 

78 

(AC006577) Similar to gi_1653162 (p)ppGpp 
3-pyrophosphohydrolase from Synechocystis sp genome 
gb_D90911. EST gb_W43807 comes from this gene. 
[Arabidopsis thaliana] 



Seq. No. 


400273 


Seq. ID 


LIB3431-033-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


g3789948 


BLAST score 


673 


E value. 


7.0e-71 


Match length 


133 


% identity 


95 


NCBI Description 


(AF094773) translation : 


Seq. No. 


400274 


Seq. ID 


LIB3431-033-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


gll5787 


BLAST score 


397 


E value 


1.0e-38 


Match length 


102 


% identity 


79 


NCBI Description 


CHLOROPHYLL A-B BINDING 




CAB-2) (LHCP) >gi_824 61 




protein 2R precursor - : 



SIN 2 PRECURSOR (LHCII TYPE I 
S03706 chlorophyll a/b-binding 



(X13909) chlorophyll a/b-binding preprotein (AA 
[Oryza sativa] 



-28 to 235) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400275 

LIB3431-033-P1-K1-A12 

BLASTX 

g548603 

223 

3.0e-18 

93 

58 

PHOTOS YSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_478404_pir JQ2247 photosystem I chain D precursor - 

barley >gi_167085 (M98254) PSI-D subunit [Hordeum vulgare] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



400276 

LIB3431-033-P1-K1-A3 

BLASTX 

gl076724 

580 

5.0e-60 

109 

95 



51248 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LHCI-680, photosystem I antenna protein - barley 
>gi_666054_emb_CAA5904 9_ (X84308) LHCI-680, photosystem 
antenna protein [Hordeum vulgare] 

400277 

LIB3431-033-P1-K1-A4 

BLASTX 

g2286153 

529 

4.0e-60 

138 

80 

(AF007581) cytoplasmic malate dehydrogenase [Zea mays] 
400278 

LIB3431-033-P1-K1-A6 

BLASTX 

gl419090 

431 

1.0e-42 

116 

72 

(X94 968) 37kDa chloroplast inner envelope membrane 
polypeptide precursor [Nicotiana tabacum] 

400279 

LIB3431-033-P1-K1-A7 

BLASTX 

g710308 

377 

3.0e-36 

72 

94 

(U11693) victorin binding protein [Avena sativa] 
400280 

LIB3431-033-P1-K1-A8 

BLASTX 

g5733866 

442 

8.0e-44 

140 

62 

(AC007932) Contains similarity to gb_M73488 
1-aminocyclopropane-l-carboxylate deaminase from 
Pseudomonas sp. ESTs gb_Z18033 and gb_Z34214 come from 
this gene. [Arabidopsis thaliana] 

400281 

LIB3431-033-P1-K1-A9 

BLASTN 

g218207 

246 

1.0e-136 

246 

100 

Oryza sativa mRNA for the small subunit of 



51249 



ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 
pOSSS1139 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400282 

LIB3431-033-P1-K1-B4 

BLASTX 

g2244749 

574 

2.0e-59 

132 

81 

(Z97335) hydroxymethyltransf erase [Arabidopsis thaliana] 
400283 

LIB3431-033-P1-K1-B5 

BLASTX 

gl421730 

531 

6.0e-63 

143 

87 

(U43082) RF2 [Zea mays] 
400284 

LIB3431-033-P1-K1-B6 

BLASTX 

g3212854 

453 

4.0e-45 

137 

66 

(AC004005) unknown protein [Arabidopsis thaliana] 
400285 

LIB3431-033-P1-K1-C11 

BLASTX 

g3281853 

231 

4.0e-19 

90 

51 

(AL031004) putative protein [Arabidopsis thaliana] 
400286 

LIB3431-033-P1-K1-C12 

BLASTX 

g5915836 

157 

1.0e-10 

55 

62 

CYTOCHROME P450 71D7 >gi_1762144 (U48435) putative 
cytochrome P450 [Solanum chacoense] 



Seq. No. 
Seq. ID 
Method 



400287 

LIB3431-033-P1-K1-C2 
BLASTX 



51250 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g6006363 
228 

1.0e-18 

42 

100 

(AP000559) ESTs AU078183 (C62904) ,C73912 (E21020) correspond 
to a region of the predicted gene.; Similar to water stress 
inducible protein (U74296) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400288 

LIB3431-033-P1-K1-C3 

BLASTX 

g2501356 

475 

1.0e-47 

115 

79 

TRANSKETOLASE, CHLOROPLAST PRECURSOR (TK) 

>gi_1658322_emb_CAA?0427_ (Z50099) transketolase precursor 
[Solanum tuberosum] 



pi 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400289 

LIB3431-033-P1-K1-C4 

BLASTX 

gl076724 

655 

8.0e-69 

141 

85 

LHCI-680, photosystem I 
>gi_ 666054 emb CAA59049 



antenna protein - barley 
(X84308) LHCI-680, photosystem I 



antenna protein [Hordeum vulgare] 
400290 

LIB3431-033-P1-K1-C6 

BLASTN 

g3821780 

35 

5.0e-10 

35 

100 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400291 

LIB3431-033-P1-K1-C7 

BLASTX 

gl31388 

329 

1.0e-30 

115 

65 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_100831_pir S16260 

photosystem II oxygen-evolving complex protein 1 - common 
wheat x Sanduri wheat >gi_21844_emb_CAA40670_ (X574 08) 
33kDa oxygen evolving protein of photosystem II [Triticum 



51251 



aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400292 

LIB3431-033-P1-K1-C8 

BLASTX 

gl31388 

308 

4.0e-28 

115 

63 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_100831_pir SI 62 60 

photosystem II oxygen-evolving complex protein 1 - common 
wheat x Sanduri wheat >gi_21844_emb_CAA40670_ (X57408) 
33kDa oxygen evolving protein of photosystem II [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400293 

LIB3431-033-P1-K1-C9 

BLASTX 

g2507455 

617 

2.0e-64 

141 

82 

FORMATE — TETRAHYDROFOLATE LIGASE ( FORMYLTETRAHYDROFOLATE 

SYNTHETASE) (FHS) (FTHFS) >gi_322401_pir A43350 

formate — tetrahydrof olate ligase (EC 6.3.4.3) - spinach 
>gi_170145 (M83940) 10-f ormyltetrahydrof olate synthetase 
[Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400294 

LIB3431-033-P1-K1-D1 

BLASTN 

g3789953 

317 

1.0e-178 

317 

100 

Oryza sativa chlorophyll a/b-binding protein precursor 
(Cab26) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400295 

LIB3431-033-P1-K1-D10 

BLASTX 

g3201656 

178 

6.0e-13 

85 

47 

(AF005933) galactokinase [Lactobacillus casei] 



Seq. No. 
Seq. ID 
Method 



400296 

LIB3431-033-P1-K1-D11 
BLASTX 



51252 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3885888 
180 

4.0e-13 

83 
52 

(AF093632) 



high mobility group protein [Oryza sativa] 



400297 

LIB3431-033-P1-K1-D12 

BLASTX 

g2407281 

674 

5.0e-71 

127 

98 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



Seq. No. 


400298 


Seq. ID 


LIB3431-033-P1-K1-D2 


Method 


BLASTN 


NCBI GI 


g20262 


BLAST score 


225 


E value 


1.0e-123 


Match length 


225 


% identity 


100 


NCBI Description 


O. sativa light-induced mRNA 


Seq. No. 


400299 


Seq. ID 


LIB3431-033-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g5729802 


BLAST score 


254 


E value 


8.0e-22 


Match length 


53 


% identity 


83 


NCBI Description 


similar to S. pombe diml+ >g: 




homolog [Homo sapiens] 


Seq. No. 


400300 


Seq. ID 


LIB3431-033-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


gll69798 


BLAST score 


688 


E value 


1.0e-72 


Match length 


145 


% identity 


92 



NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



GLUCOSE-6-PHOSPHATE ISOMERASE, CYTOSOLIC B (GPI-B) 
(PHOSPHOGLUCOSE ISOMERASE B) (PGI-B) ( PHOSPHOHEXOSE 
ISOMERASE B) (PHI-B) >gi_639686_dbj_BAA0814 9_ (D45218) 
phosphoglucose isomerase (Pgi-b) [Oryza sativa] 

400301 

LIB3431-033-P1-K1-D6 

BLASTX 

g3345477 

662 



51253 



E value 


1.0e-69 


Match length 


125 


% identity 


100 


NCBI Description 


(AB016283) carbonic anhydrase [Oryza sativa] 


Seq. No. 


400302 


Seq. ID 


LIB3431-033-P1-K1-D7 


Method 


BLASTX 




go :?z j o / u 


BLAST score 


296 


E value 


8.0e-27 


Match length 


99 


% identity 


57 


NCBI Description 


(AC009326) unknown protein [Arabidopsis thaliana] 


Seq. No. 


400303 


Seq. ID 


LIB3431-033-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


g3885513 


dJjHoi score 


Z / 0 


E value 


2.0e-24 


Match length 


74 


% identity 


62 


NCBI Description 


(AF084201) similar to chloroplast SOS ribosomal protein 




[Medicago sativa] 


Seq. No. 


400304 


Seq. ID 


LIB3431-033-P1-K1-E1 


Method 


BLASTX 






BLAST score 


385 


E value 


4.0e-37 


Match length 


118 


% identity 


32 


NCBI Description 


(AC004561) pumilio-like protein [Arabidopsis thaliana] 


Seq. No. 


400305' 


Seq. ID 


LIB3431-033-P1-K1-E10 


Method 


BLASTN 


NCBI GI 


g3885891 


DiiAoi score 


±z X 


E value 


2.0e-61 


Match length 


170 


% identity 


99 


NCBI Description 


Oryza sativa photosystem-1 F subunit precursor (PSI-F) 




mRNA, complete cds 


Seq. No. 


400306 


Seq. ID 


LIB3431-033-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


579 


E value 


7.0e-60 


Match length 


106 



% identity 100 

NCBI Description RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 
(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 



51254 



ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



S 



01 



o 

s - 
e — s. 

m 

E 

s 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400307 

LIB3431-033-P1-K1-E12 

BLASTX 

g82080 

436 

4.0e-43 

124 

68 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

400308 

LIB3431-033-P1-K1-E3 

BLASTX 

g3345477 

630 

6.0e-66 

135 

90 

(AB016283) carbonic anhydrase [Oryza sativa] 
400309 

LIB3431-033-P1-K1-E4 

BLASTX 

g417260 

410 

5.0e-40 

128 

65 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 

400310 

LIB3431-033-P1-K1-E5 

BLASTX 

gll5787 

376 

4.0e-36 

73 

99 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 



Seq. No. 



400311 



51255 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-033-P1-K1-E6 

BLASTX 

gll5787 

491 

1.0e-4 9 

121 

83 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 


400312 


Seq. ID 


LIB3431-033-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


634 


E value 


2.0e-66 


Match length 


124 


% identity 


97 


NCBI Description 


(AF061577) chlorophyll a/b binding protein [Oryza sativa] 


Seq. No. 


400313 


Seq. ID 


LIB3431-033-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


426 


E value 


6.0e-42 


Match length 


77 


% identity 


100 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 



(RUBISCO SMALL SUBUNIT C) >gi_68094 jpir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1 , 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400314 

LIB3431-033-P1-K1-E9 

BLASTX 

g2072555 

237 

9.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



400315 

LIB3431-033-P1-K1-F1 

BLASTX 

g3249064 



51256 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



456 

7.0e-48 

145 

61 

(AC004473) Strong similarity to trehalose-6-phosphate 
synthase homolog gb_2245136 from A. thaliana chromosome 4 
contig gb_Z9734 4. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400316 

LIB3431-033-P1-K1-F10 

BLASTX 

g2407281 

638 

8.0e-67 

124 

94 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



Seq. No. 


400317 


Seq. ID 


LIB3431-033-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g2921158 


BLAST score 


383 


E value 


A Pi « O H 

4 . Oe- 5 1 


Match length 


102 


% ' identity 


75 


NCBI Description 


(AF022909) ClpC [Arabidopsis thaliana] 


Seq. No. 


400318 


Seq. ID 


LIB3431-033-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


g6056372 


BLAST score 


224 


E value 


2.0e-18 


Match length 


75 


% identity 


59 


NCBI Description 


(AC009894) Very similar to receptor-like 




kinase [Arabidopsis thaliana] 


Seq. No. 


400319 


Seq. ID 


LIB3431-033-P1-K1-F4 


Method 


BLASTN 


NCBI GI 


g3273244 


BLAST score 


56 


E value 


2 . Oe-22 


Match length 


132 


% identity 


86 


NCBI Description 


Oryza sativa DNA for NLS receptor, compl< 


Seq. No. 


400320 


Seq. ID 


LIB3431-033-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


gl617197 


BLAST score 


277 


E value 


2.0e-24 


Match length 


70 



51257 



% identity 

NCBI Description 



73 

(Z72488) CP12 [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400321 

LIB3431-033-P1-K1-F8 
BLASTX 
g320618 

.380 

?:0e-44 
108 
86 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rxce 

type I light-harvesting 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400322 

LIB3431-033-P1-K1-F9 

BLASTX 

gl32105 

595 

9.0e-62 

129 

87 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


400323 


Seq. ID 


LIB3431-033-P1-K1-G1 


Method 


BLASTX 


NCBI GI 


g2662310 


BLAST score 


173 


E value 


3-0e-12 


Match length 


34 


% identity 


100 


NCBI Description 


(AB009307) bpwl [Hordeum vulgare] 


Seq. No. 


400324 


Seq. ID 


LIB3431-033-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


g5824418 


BLAST score 


284 


E value 


2.0e-25 


Match length 


111 


% identity 


49 


NCBI Description 


(Z36948) similar to polypyrimidine 




[Caenorhabditis elegans] 


Seq. No. 


400325 



51258 



Seq. ID LIB3431-033-P1-K1-G11 

Method BLASTX 

NCBI GI g3075488 

BLAST score 592 

E value 2.0e-61 

Match length 115 

% identity 96 

NCBI Description (AF0587 96) chlorophyll a/b-binding protein [Oryza sativa] 

Seq. No. 400326 

Seq. ID LIB3431-033-P1-K1-G12 

Method BLASTX 

NCBI GI g4678927 

BLAST score 188 

E value 5.0e-14 

Match length 140 

% identity 37 

NCBI Description (AL04 9711) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 400327 

Seq. ID LIB3431-033-P1-K1-G2 

Method BLASTX 

NCBI GI g4079798 

BLAST score 359 

E value 4.0e-34 

Match length 112 

% identity 67 

NCBI Description (AF052203) 23 kDa polypeptide of photosystem II [Oryza 
sativa] 

Seq. No. 400328 

Seq. ID LIB3431-033-P1-K1-G3 

Method BLASTX 

NCBI GI g2306981 

BLAST score 482 

E value 2.0e-48 

Match length 86 

% identity 98 

NCBI Description (AF010321) photosystem I antenna protein [Oryza sativa] 

Seq. No. 400329 

Seq. ID LIB3431-033-P1-K1-G4 

Method BLASTX 

NCBI GI g4836892 

BLAST score 427 

E value 3.0e»4 6 

Match length 136 

% identity 72 

NCBI Description (AC007369) Putative RNA helicase [Arabidopsis thaliana] 

Seq. No. 400330 

Seq. ID LIB3431-033-P1-K1-G6 

Method BLASTX 

NCBI GI g!710551 

BLAST score 277 

E value 2.0e-24 

Match length 51 



51259 



% identity 


98 


NCBI Description 


60S RIBOSOMAL PROTEIN L39 >gi_1177369_emb_CAA64728 . 1_ 




(X95458) ribosomal protein L39 [Zea mays] 


Seq. No. 


400331 


Seq. ID 


LIB3431-033-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g733454 


yj-iAbi score 


A A Q 
fl H. 0 


E value 


1.0e-44 


Match length 


107 


% identity 


80 


NCBI Description 


(U23188) chlorophyll a/b-binding apoprotein CP26 precurs' 




[Zea mays] 


Seq. No. 


400332 


Seq. ID 


LIB3431-033-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g3184098 


nj_i/\bi score 




E value 


4.0e-38 


Match length 


143 


% identity 


51 


NCBI Description 


(AL023777) coenzyme a synthetase [Schizosaccharomyces 




pombe ] 


Seq. No. 


400333 


Seq. ID 


LIB3431-033-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


g584741 


BLAST score 


377 


E value 


3.0e-36 


Match length 


1U / 


% identity 


69 


NCBI Description 


ANKYRIN REPEAT PROTEIN (AKRP) >gi_3224 61_pir JQ1729 




ankyrin-repeat protein - Arabidopsis thaliana >gi_166744 




(M82883) ankyrin repeat-containing protein [Arabidopsis 




thaliana] 


Seq. No. 


400334 


Seq. ID 


LIB3431-033-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


gibi / iy / 


BLAST score 


286 


E value 


2.0e-25 


Match length 


76 


% identity 


74 


NCBI Description 


(Z72488) CP12 [Nicotiana tabacum] 


Seq. No. 


400335 


Seq. ID 


LIB3431-033-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


gll70745 


BLAST score 


384 


E value 


4.0e-37 


Match length 


116 


% identity 


57 



51260 



NCBI Description 



LATE EMBRYOGENES I S ABUNDANT PROTEIN LEA14-A >gi_167326 
(M88321) Group 4 late embryogenesis -abundant protein 
[Gossypium hirsutum] >gi_167328 (M88322) Group 4 late 
embryogenesis-abundant protein [Gossypium hirsutum] 



Seq. No. 


400336 


Seq. ID 


LIB3431-033-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g2570511 


BLAST score 


580 


E value 


4.0e-60 


Match length 


111 


% identity 


98 


NCBI Description 


(AF022738) chlorophyll a-b b. 


Seq. No. 


400337 


Seq. ID 


LIB3431-033-P1-K1-H4 


Method 


BLASTN 


NCBI GI 


g2072554 


BLAST score 


173 


E value 


1.0e-92 


Match length 


249 


% identity 


92 


NCBI Description 


Oryza sativa metallothionein 




cds 


Seq. No. 


400338 


Seq. ID 


LIB3431-033-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


582 


E value 


3.0e-60 


Match length 


125 


% identity 


87 



complete 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1 , 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

400339 

LIB3431-033-P1-K1-H9 

BLASTX 

gl70131 

383 

6.0e-37 

98 

71 

(M55322) ribosomal protein 30S subunit [Spinacia oleracea] 



Seq. No. 
Seq. ID 
Method 



400340 

LIB3431-033-P1-N1-A1 
BLASTX 



51261 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3789948 
167 

1.0e-ll 

34 

97 

(AF094773) translation initiation factor 5A [Oryza sativa] 
400341 

LIB3431-033-P1-N1-A11 - 

BLASTX 

gll5784 

145 

4.0e-09 

26 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I (CAB) 
(LHCP) >gi_167525 (M16058) chlorophyll a/b-binding protein 
[Cucumis sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



400342 

LIB3431-033-P1-N1-A12 

BLASTX 

g548603 

294 

1.0e-26 

57 

96 

PHOTOS YSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_478404_pir JQ2247 photosystem I chain D precursor - 

barley >gi_167085 (M98254) PSI-D subunit [Hordeum vulgare] 

400343 

LIB3431-033-P1-N1-A3 

BLASTN 

g2306980 

229 

1.0e-126 

254 

98 

Oryza sativa photosystem I antenna protein (Lhca) mRNA, 
complete cds 

400344 

LIB3431-033-P1-N1-A4 

BLASTX 

g2286153 

249 

2.0e-21 

50 

94 

(AF007581) cytoplasmic malate dehydrogenase [Zea mays] 
400345 

LIB3431-033-P1-N1-A5 

BLASTN 

g2570514 



51262 



BLAST score 


141 


E value 


2.0e-73 


Match length 


227 


% identity 


91 


NCBI Description 


Oryza sativa glycolate oxidase (GOX) mRNA, complete 


Seq. No. 


400346 


Seq. ID 


LIB3431-033-P1-N1-A6 


Method 


BLASTN 




g / ^QDZ y 


BLAST score 


269 


E value 


1.0e-149 


Match length 


288 


% identity 


99 


NCBI Description 


0. sativa mRNA for PCR clone D 


Seq. No. 


400347 


Seq. ID 


LIB3431-033-P1-N1-A7 


Method 


BLASTX 




y / IUjUO 


BLAST score 


209 


E value 


1.0e-16 


Match length 


43 


% identity 


88 


NCBI Description 


(U11693) victorin binding protein [Avena sativa] 


Seq. No. 


400348 


Seq. ID 


LIB3431-033-P1-N1-A8 


Method 


BLASTX 


NCBI GI 


g5733866 


BLAST score 


142 


E value 


5.0e-09 


Matcn xengi.n 


OH 


% identity 


74 


NCBI Description 


(AC007932) Contains similarity to gb_M73488 




1-aminocyclopropane-l-carboxylate deaminase from 




Pseudomonas sp. ESTs gb_Z18033 and gb_Z34214 come 




this gene. [Arabidopsis thaliana] 


Seq. No. 


400349 


Seq. ID 


LIB3431-033-P1-N1-A9 


Method 


BLASTN 


NCBI GI 


g218207 


BLAST score 


250 


E value 


J. • Uc -LO o 


Match length 


250 


% identity 


100 


NCBI Description 


Oryza sativa mRNA for the small subunit of 




ribulose-1, 5-bisphosphate carboxylase, complete cds 




pOSSS1139 


Seq. No. 


400350 


Seq. ID 


LIB3431-033-P1-N1-B1 


Method 


BLASTN 


NCBI GI 


g20177 


BLAST score 


299 


E value 


1.0e-167 



51263 



•o 



Match length 


321 


% identity 


99 


NCBI Description 


Rice cablR gene for light harvesting chlorophyll 




a/b-binding protein 


Seq. No. 


400351 


Seq. ID 


LIB3431-033-P1-N1-B5 


Method 


BLASTX 


XlpnT /~*T 

NCBI GI 


qi4Zi / ju 


BLAST score 


201 


E value 


1.0e-15 


Match length 


40 


% identity 


95 


NCBI Description 


(U43082) RF2 [Zea mays] 


Seq. No. 


400352 


Seq. ID 


LIB3431-033-P1-N1-C11 


Method 


BLASTX 


NCBI GI 


gj^oloo J 


BLAST score 


200 


E value 


1.0e-15 


Match length 


70 


% identity 


59 


NCBI Description 


(AL031004) putative protein [Arabidopsis thaliana] 


Seq. No. 


400353. 


Seq. ID 


LIB3431-033-P1-N1-C2 


Method 


BLASTN 


NCBI GI 


goUUbooo 


BLAST score 


221 


E value 


1.0e-121 


Match length 


331 


% identity 


100 


NCBI Description 


Oryza sativa genomic DNA, chromosome 6, clone : P0493C11 


Seq. No. 


400354 


Seq. ID 


LIB3431-033-P1-N1-C4 


Method 


BLASTX 


NCBI GI 


goolU4 / 


BLAST score 


209 


E value 


1.0e-16 


Match length 


42 


% identity 


93 


NCBI Description 


(X79277) type II LHCI [Lolium temulentum] 


Seq. No. 


400355 


Seq. ID 


LIB3431-033-P1-N1-C5 


Method 


BLASTN 


NCBI GI 


g218171 


BLAST score 


72 


E value 


2.0e-32 


Match length 


112 


% identity 


91 


NCBI Description 


Oryza sativa mRNA for type I light-harvesting chlorophyll 



a/b binding protein of photosystem II 
cds 



(LHCPII), complete 



51264 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400356 

LIB3431-033-P1-N1-C6 

BLASTN 

g5091597 

33 

4.0e-09 

45 

93 

Oryza sativa chromosome 1 BAC 10A19I, complete sequence. 
400357 

LIB3431-033-P1-N1-C7 

BLASTX 

g482311 

171 

3.0e-12 

33 

100 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400358 

LIB3431-033-P1-N1-C8 

BLASTX 

g482311 

315 

5.0e-29 

63 

100 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 

400359 

LIB3431-033-P1-N1-D1 

BLASTN 

g3789953 

317 

1.0e-178 

317 

100 

Oryza sativa chlorophyll a/b-binding protein precursor 
(Cab26) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

400360 

LIB3431-033-P1-N1-D11 

BLASTN 

g3885887 

297 

1.0e-166 

301 

100 

Oryza sativa high mobility group protein (HMG) mRNA, 
complete cds 



51265 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400361 

LIB3431-033-P1-N1-D12 

BLASTN 

g218209 

134 

3,0e-69 

285 

99 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

pOSSS2106 



H 

ftsef 

CP ' 



Seq. No. 


400362 


Seq. ID 


LIB3431-033-P1-N1-D2 




DJ-iriO 1 IN 


NCBI GI 


g20262 


BLAST score 


162 


E value 


5.0e-86 


Match length 


210 


% identity 


94 


NCBI Description 


0. sativa light-induced mRNA 


Seq. No. 


400363 


Seq. ID 


LIB3431-033-P1-N1-D4 


Method 


BLASTX 


NCBI. GI 


g5729802 


BLAST score 


154 


E value 


3.0e-10 


Match length 


32 


% identity 


84 


NCBI Description 


similar to S. pombe diml+ >g 




homolog [Homo sapiens] 


Seq. No. 


400364 


Seq. ID 


LIB3431-033-P1-N1-D5 


Method 


BLASTX 


NCBI GI 


gll69798 


BLAST score 


233 


E value 


2.0e-19 


Match length 


46 


% identity 


100 



NCBI Description 



GLUCOSE-6-PHOSPHATE I SOME RASE, CYTOSOLIC B (GPI-B) 
(PHOSPHOGLUCOSE ISOMERASE B) (PGI-B) ( PHOSPHOHEXOSE 
ISOMERASE B) (PHI-B) >gi_639686_dbj_BAA08149_ (D45218) 
phosphoglucose isomerase (Pgi-b) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400365 

LIB3431-033-P1-N1-D6 

BLASTN 

g3345476 

295 

1.0e-165 

299 

100 

Oryza sativa gene for carbonic anhydrase, complete cds 



Seq. No. 



400366 



51266 



La 



Seq. ID 


LIB3431-033-P1-N1-D7 


Method 


BLASTX 


MOOT r*T 


go yzjD / u 


BLAST score 


177 


E value 


7.0e-13 


Match length 


70 


% identity 


50 


NCBI Description 


(AC009326) unknown protein [Arabidopsis thaliana] 


Seq. No. 


400367 


Seq. ID 


LIB3431-033-P1-N1-E10 


Method 


BLASTX 






BLAST score 


258 


E value 


2.0e-22 


Match length 


51 


% identity 


100 


NCBI Description 


(AF093634) photos ys t em- 1 F subunit precursor [Oryza sativa 


Seq. No. 


400368 


Seq. ID 


LIB3431-033-P1-N1-E11 


Method 


BLASTX 


NCBI GI 


g!32105 


BLAST score 


186 


E value 


6.0e-14 


Match length 


35 


% identity 


100 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 



(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208__dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400369 

LIB3431-033-P1-N1-E12 

BLASTX 

gll5813 

176 

1.0e-12 

41 

80 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB- 8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



400370 

LIB3431-033-P1-N1-E3 

BLASTX 

g606817 

182 

2.0e-13 

34 

97 



51267 



NCBI Description 



(U08404) carbonic anhydrase [Oryza sativa] 
>gi_5917783_gb_AAD56038.1_AF182806_l (AF182806) carbonic 
anhydrase 3 [Oryza sativa] 



Seq. No. 


400371 


Seq. ID 


LIB3431-033-P1-N1-E4 


Method 


BLASTN 


NCBI GI 


g20262 


BLAST score 


282 


E value 


1.0e-157 


Match length 


290 


% identity 


99 


NCBI Description 


0. sativa light-induced mRNA 


Seq. No. 


400372 


Seq. ID 


LIB3431-033-P1-N1-E5 


Method 


BLASTX 


NCBI GI 


g421916 


BLAST score 


156 


E value 


2.0e-10 


Match length 


29 v. 


% identity 


97 


NCBI Description 


chlorophyll a/b-binding prot< 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_12582_emb_CAA48410_ (X68333) light harvesting 
chlorophyll a /b binding protein [Hedera helix] 

400373 

LIB3431-033-P1-N1-E6 

BLASTN 

g20181 

190 

1.0e-102 

194 

99 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 

400374 

LIB3431-033-P1-N1-E7 

BLASTN 

g3126853 

128 

1.0e-65 

189 

97 

Oryza sativa chlorophyll a/b binding protein (RCABP89) 
mRNA, nuclear gene encoding chloroplast protein, complete 
cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



400375 

LIB3431-033-P1-N1-E8 

BLASTN 

g218207 

205 

1.0e-lll 

240 

97 



51268 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

pOSSS1139 

400376 

LIB3431-033-P1-N1-E9 

BLASTN 

g2072554 

157 

4.0e-83 

185 

96 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400377 

LIB3431-033-P1-N1-F10 

BLASTN 

g218209 

34 

2.0e-09 

50 

92 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

pOSSS2106 

400378 

LIB3431-033-P1-N1-F8 

BLASTN 

g20177 

346 

0.0e+00 

365 

99 

Rice cablR gene for light harvesting chlorophyll 
a/b-binding protein 

400379 

LIB3431-033-P1-N1-F9 

BLASTX 

gl32105 

293 

2.0e-26 

57 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 



400380 



51269 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Match length . 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-033-P1-N1-G1 

BLASTN 

g2662309 

53 

8.0e-21 

61 

97 

Hordeum vulgare mRNA 



for bpwl, complete cds 



400381 

LIB3431-033-P1-N1-G11 

BLASTX 

g2326947 

231 

4.0e-19 

44 

100 

(Z50801) Chlorophyll a/b-binding protein CP29 precursor 
[Zea mays] 

400382 

LIB3431-033-P1-N1-G2 

BLASTN 

g4079797 

129 

3.0e-66 

251 

100 

Oryza sativa 23 kDa polypeptide of photosystem II mRNA, 
complete cds 

400383 

LIB3431-033-P1-N1-G3 

BLASTX 

gl076724 

268 

2.0e-23 

52 

96 

LHCI-680, photosystem I antenna protein - barley 
>gi_666054_emb_CAA59049_ (X84308) LHCI-680, photosystem I 
antenna protein [Hordeum vulgare] 

400384 

LIB3431-033-P1-N1-G4 

BLASTX 

g2673917 

154 

4.0e-10 

43 

65 

(AC002561) putative ATP-dependent RNA helicase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



400385 

LIB3431-033-P1-N1-G6 
BLASTX 



51270 



NCBI GI 


gl710551 


DT, A ^ T ernrp 




E value 


4.0e-21 


Match length 


46 


% identity 


98 


NCBI Description 


60S RIBOSOMAL PROTEIN L39 >gi_1177369_embj 




(X95458) ribosomal protein L39 [Zea mays] 


Seq. No. 


400386 


Seq. ID 


LIB3431-033-P1-N1-G7 


Method 


BLASTN 


NCRT GI 

LS LJ -L \J -L 


a2073379 


BLAST score 


88 


E value 


8.0e-42 


Match length 


88 


% identity 


100 


NCBI Description 


Rice CP26 mRNA, partial sequence 


Seq. No. 


400387 


Seq. ID 


LIB3431-033-P1-N1-G9 


Method 


BLASTX 


NCBI GI 


g586339 


BLAST score 


207 


E value 


3.0e-16 


Match length 


71 


% identity 


51 


NCBI Description 


PEROXISOMAL-COENZYME A SYNTHETASE >gi 6267 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



probable AMP-binding protein - yeast (Saccharomyces 
cerevisiae) >gi_536615_emb_CAA85185_ (Z36091) ORF YBR222c 
[Saccharomyces cerevisiae] 

400388 

LIB3431-033-P1-N1-H10 

BLASTX 

gl617197 

152 

6.0e-10 

30 

90 

(Z72488) CP12 [Nicotiana tabacum] 
400389 

LIB3431-033-P1-N1-H12 

BLASTX 

gll70745 

331 

2.0e-33 

103 

67 

LATE EMBRYOGENESIS ABUNDANT PROTEIN LEA14-A >gi_167326 
(M88321) Group 4 late embryogenesis -abundant protein 
[Gossypium hirsutum] >gi_167328 (M88322) Group 4 late 
embryogenesis-abundant protein [Gossypium hirsutum] 

400390 

LIB3431-033-P1-N1-H2 
BLASTX 



51271 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4689380 
258 

3.0e-22 

52 

94 

(AF139465) LHCII type III chlorophyll a/b binding protein 
[Vigna radiata] 

400391 

LIB3431-033-P1-N1-H4 

BLASTN 

g2072554 

290 

1.0e-162 

294 

100 

Oryza sativa metallothionein-like protein iriRNA, complete 
cds 



P 8 * 

m 

■ST - 
fft 

£ 

6 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400392 

LIB3431-033-P1-N1-H7 

BLASTX 

gl32105 

301 

2.0e-27 

57 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400393 

LIB3431-033-P1-N1-H9 

BLASTX 

gl70131 

152 

6.0e-10 

47 

64 

(M55322) ribosomal protein 30S subunit [Spinacia oleracea] 
400394 

LIB3431-034-P1-K1-A11 

BLASTX 

g4469021 

268 

2.0e-23 

78 

69 

(AL035602) hypothetical protein [Arabidopsis thaliana] 



51272 



Seq. No. 


400395 


Seq. ID 


LIB3431-034-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


310 


E value 


2.0e-28 


Match length 


71 


% identity 


83 


NCBI Description 


(U86018) photosystem I 


Seq. No. 


400396 


Seq. ID 


LIB3431-034-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


g548605 


BLAST score 


522 


E value 


3.0e-53 


Match length 


114 


% identity 


91 


NCBI Description 


PHOTOSYSTEM I REACTION 



NTRE SUBUNIT X PRECURSOR 
{ LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 



Seq. No. 


400397 


Seq. ID 


LIB3431-034-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


g3080375 


BLAST score 


386 


E value 


3.0e-37 


Match length 


118 


% identity 


64 


NCBI Description 


(AL022580) putative protein [Arabidopsis 


Seq. No. 


400398 


Seq. ID 


LIB3431-034-P1-K1-A4 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


36 


E value 


1.0e-10 


Match length 


47 


% identity 


65 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


400399 


Seq. ID 


LIB3431-034-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


g3420055 


BLAST score 


294 


E value 


2.0e-26 


Match length 


62 


% identity 


89 


NCBI Description 


(AC004 680) cyclophilin [Arabidopsis thai: 


Seq. No. 


400400 


Seq. ID 


LIB3431-034-P1-K1-A7 


Method 


BLASTN 



51273 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g5091597 
141 

3.0e-73 

225 

26 

Oryza sativa chromosome 1 BAC 10A19I, complete sequence 
400401 

LIB3431-034-P1-K1-A8 

BLASTX 

g3123270 

643 

2.0e-67 

130 

95 

40S RIBOSOMAL PROTEIN S4 (SCAR PROTEIN SS620) 
>gi_2463335_emb_CAA75242_ (Y15009) ribosomal protein S4 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400402 

LIB3431-034-P1-K1-A9 

BLASTX 

gl532168 

179 

4.0e-13' 

53 

60 

(U63815) localized according to blastn similarity to EST 
sequences; therefore, the coding span corresponds only to 
an area of similarity since the initation codon and stop 
codon could not be precisely determined [Arabidopsis 
thaliana] 



Seq. No. 


400403 


Seq. ID 


LIB3431-034-P1-K1-B1 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


39 


E value 


2.0e-12 


Match length 


39 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 mRNA, 


Seq. No. 


400404 


Seq. ID 


LIB3431-034-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


g320618 


BLAST score 


521 


E value 


4.0e-53 


Match length 


115 


% identity 


86 


NCBI Description 


chlorophyll a/b-binding 



stein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf ;i707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



51274 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400405 

LIB3431-034-P1-K1-B11 

BLASTX 

g2598589 

250 

2.0e-21 

94 

51 

(Y15367) MtN19 [Medicago truncatula] 
400406 

LIB3431-034-P1-K1-B2 

BLASTX 

g4079798 

342 

3.0e-32 

104 

66 

(AF052203) 23 kDa polypeptide of photosystem II [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400407 

LIB3431-034-P1-K1-B3 

BLASTX 

gl29231 

740 

9.0e-79 

142 

98 

ORYZAIN 
(EC 3.4 
>gi_218 
[Oryza 



ALPHA CHAIN PRECURSOR >gi_67 644_pir KHRZOA oryzain 

.22.-) alpha precursor - rice 

181_dbj_BAA14402_ (D90406) oryzain alpha precursor 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400408 

LIB3431-034-P1-K1-B5 

BLASTN 

gl815627 

166 

3.0e-88 

166 

100 

Oryza s 
complet 



ativa metallothionein-like type 2 (OsMT-2) mRNA, 
e cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400409 

LIB3431-034-P1-K1-B6 

BLASTX 

g480450 

352 

3.0e-33 

76 

89 

ketol-acid reductoisomerase (EC 1, 
thaliana >gi 402552_emb_CAA49506 



1.1.8 6) - Arabidopsis 
(X69880) ketol-acid 



reductoisomerase [Arabidopsis thaliana] 



51275 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400410 

LIB3431-034-P1-K1-B7 

BLASTX 

g4587571 

148 

2.0e-15 

82 
56 

(AC006550) Belongs to the PF_01027 Uncharacterized protein 
family UPF0005 with 7 transmembrane domains. [Arabidopsis 
thaliana] 



£L3 t 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400411 

LIB3431-034-P1-K1-B9 

BLASTX 

g2492514 

672 

7.0e-71 

141 

94 

CELL DIVISION PROTEIN FTSH HOMOLOG 
>gi_1483215_emb_CAA68141_ (X99808) 
protease [Arabidopsis thaliana] 



PRECURSOR 
chloroplast FtsH 



400412 

LIB3431-034-P1-K1-C11 

BLASTX 

g5091509 

509 

7.0e-52 

115 

88 

(AB023482) EST AU065533 (C2174 ) corresponds to a region of 
the predicted gene.; Similar to Homo sapiens splicing 
factor Prp8 mRNA, complete cds . (AF092565 ) [Oryza sativa] 



M Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



400413 

LIB3431-034-Pl-Kl-C4>- ; 

BLASTX 

g464705 

594 

1.0e-61 

122 

97 

4 OS RIBOSOMAL 
protein S13.e 



PROTEIN S13 >gi_419802j?ir S30146 ribosomal 

- maize >gi 288059_emb_CAA4 4 311_ (X62455) 



cytoplasmatic ribosomal protein S13 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400414 

LIB3431-034-P1-K1-D10 

BLASTN 

g218218 

67 

4.0e-29 

95 

93 

Oryza sativa p-SINEl-r3 gene, 



repeat sequence 



51276 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400415 

LIB3431-034-P1-K1-D11 

BLASTX 

gl32096 

461 

2.0e-50 

125 

84 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN A PRECURSOR 

(RUBISCO SMALL SUBUNIT A) >gi_68095_pir RKRZS6 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS2106) - rice >gi_218210_dbj_BAA00539__ 
(D00644) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400416 

LIB3431-034-P1-K1-D12 

BLASTX 

g2072555 

237 

8.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400417 

LIB3431-034-P1-K1-D2 

BLASTX 

g439879 

285 

2.0e-25 

121 

51 

(L15194) [Golden delicious apple fruit expressed mRNA, 
complete cds.], gene product [Malus domestical 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400418 

LIB3431-034-P1-K1-D3 

BLASTX 

g4539335 

546 

5.0e-56 

142 

70 

(AL035539) putative . protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



400419 

LIB3431-034-P1-K1-D4 

BLASTX 

g671740 

647 

7.0e-68 

119 

100 



51277 



NCBI Description 



(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400420 

LIB3431-034-P1-K1-D6 

BLASTX 

g461899 

506 

2.0e-51 

134 

69 

PEPTIDYL- PROLYL CIS-TRANS ISOMERASE, CHLOROPLAST PRECURSOR 
(PPIASE) (ROTAMASE) (CYCLOPHILIN) (CYCLOSPORIN A-BINDING 

PROTEIN) >gi_1076368_pir B53422 peptidylprolyl isomerase 

(EC 5.2.1.8) ROC4 - Arabidopsis thaliana >gi_4 05131 
(L14845) cyclophilin [Arabidopsis thaliana] >gi_1322278 
(U42724) cyclophilin [Arabidopsis thaliana] 

400421 

LIB3431-034-P1-K1-D7 

BLASTX 

gll5787 

535 

9.0e-55 

122 

88 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

400422 

LIB3431-034-P1-K1-D9 

BLASTX 

gl32105 

481 

2.0e-48 

109 

85 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_j>ir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



400423 

LIB3431-034-P1-K1-E10 

BLASTX 

g320618 

551 

1.0e-56 
120 



51278 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



87 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

400424 

LIB3431-034-P1-K1-E11 

BLASTX 

g3036951 

333 

4.0e-31 
64 
100 

(AB012639) 



light harvesting chlorophyll a/b-binding protein 



[Nicotiana sylvestris] 
400425 

LIB3431-034-P1-K1-E2 

BLASTX 

g505136 

564 

4.0e-58 

108 

98 

(D30794) ferredoxin [Oryza sativa] 
400426 

LIB3431-034-P1-K1-E4 

BLASTX 

g4887618 

749 

8.0e-80 

141 

99 

(AB0O7628) homeobox gene [Oryza sativa] 
400427 

LIB3431-034-P1-K1-E5 

BLASTX 

g2492782 

594 

1.0e-61 

138 

76 

ALPHA-GALACTOSIDASE PRECURSOR (MELIBIASE) 

( ALPHA- D-GALACTOS I DE GALAC TO HYDROLASE ) >gi_504489 (L27992) 
alpha-galactosidase [Coffea arabica] 

400428 

LIB3431-034-P1-K1-E6 

BLASTX 

g3250675 

367 

5.0e-35 
141 



51279 



% identity 

NCBI Description 



56 

(AL024486) putative protein [Arabidopsis thaliana] 



n 

war 

m 
m 



o 



Qprr Mn 

tJ ^ U a L 1 V~/ • 


400429 


Seq. ID 


LIB3431-034-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


g2104959 


BLAST score 


188 


E value 


4.0e-14 


Match length 


42 


% identity 


81 


NCBI Description 


(U96925) immunophilin 


Seq. No. 


400430 


Seq. ID 


LIB3431-034-P1-K1-E9 


Mot* hnH 


RT.A^TN 

HJ J_lT\0 J. IN 


NCBI GI 


g218171 


BLAST score 


159 


E value 


4.0e-84 


Match length 


279 


% identity 


89 


NCBI Description 


Oryza sativa mRNA for 




a/b binding protein oJ 




cds 


Seq. No. 


400431 


Seq. ID 


LIB3431-034-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g320618 


BLAST score 


435 


E value 


4.0e-43 


Match length 


89 


% identity 


94 



type I light-harvesting chlorophyll 
: photosystem II (LHCPII), complete 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

400432 

LIB3431-034-P1-K1-F11 

BLASTX 

g3913018 

723 

8.0e-77 

139 

99 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
(ALDP) >gi_218155_dbj_BAA02730_ (D13513) chloroplastic 
aldolase [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



400433 

LIB3431-034-P1-K1-F12 

BLASTX 

g283971 

365 

8.0e-35 



51280 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. J No. 
Seq. ID 



137 
51 

aldehyde dehydrogenase (NAD(P)+) (EC 1.2.1.5) 3 - human 
>gi_178375 (M77477) aldehyde dehydrogenase [Homo sapiens] 
>gi_300402_bbs_132241 (S61044) aldehyde dehydrogenase 
isozyme 3, ALDH3 {EC 1.2.1.3} [human, stomach, Peptide, 453 
aa] [Homo sapiens] 

400434 

LIB3431-034-P1-K1-F2 

BLASTX 

g6013233 

301 

3.0e-27 

140 

41 

(AF183932) ionotropic glutamate receptor homolog 
[Arabidopsis thaliana] 

400435 

LIB3431-034-P1-K1-F4 

BLASTX 

g3126854 

675 

4.0e-71 

127 

100 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
400436 

LIB3431-034-P1-K1-F5 

BLASTX 

gll5794 

218 

1.0e-17 

78 

60 

CHLOROPHYLL A-B BINDING PROTEIN 13 PRECURSOR (LHCII TYPE 

III CAB-13) >gi_72748j?ir CDT033 chlorophyll a/b-binding 

protein type III precursor (cab-13) - tomato 
>gi_19277_emb_CAA42818_ (X60275) LHCII type III 
[Lycopersicon esculentum] 

400437 

LIB3431-034-P1-K1-F6 

BLASTX 

g6006363 

271 

7.0e-24 

51 

100 

(AP000559) ESTs AU078183 (C62904 ) , C73912 (E21020 ) correspond 
to a region of the predicted gene.; Similar to water stress 
inducible protein (U74296) [Oryza sativa] 

400438 

LIB3431-034-P1-K1-F7 



51281 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g82080 
408 

7.0e-40 

116 

68 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400439 

LIB3431-034-P1-K1-F8 

BLASTX 

g548605 

550 

1.0e-56 

124 

88 

PHOTOSYSTEM I REACTION CENTRE 
(LIGHT-HARVESTING COMPLEX I 7 



SUBUNIT X PRECURSOR 
KD PROTEIN) (PSI-K) 



>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 



o 

in 

o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400440 

LIB3431-034-P1-K1-F9 

BLASTX 

g733454 

247 

5.0e-21 

67 

76 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

400441 

LIB3431-034-P1-K1-G10 

BLASTX 

g2827533 

158 

1.0e-10 

70 

50 

(AL021633) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400442 

LIB3431-034-P1-K1-G11 

BLASTX 

g2407281 

641 

3.0e-67 

121 

98 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



Seq. No. 



400443 



51282 



CP 



Seq. ID 


LIB3431-034-P1-K1-G12 


Method 


BLASTN 




a6015437 


BLAST score 


34 


E value 


2.0e-10 


Match length 


38 


% identity 


97 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


400444 


Seq. ID 


LIB3431-034-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g4079798 




J JO 


E value 


1.0e-31 


Match length 


110 


% identity 


63 


NCBI Description 


(AF052203) 23 kDa polypeptide of photosyst* 




sativa] 


Seq. No. 


400445 


Seq. ID 


LIB3431-034-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


g3319357 




374 


E value 


7.0e-36 


Match length 


118 


% identity 


67 


NCBI Description 


(AF077407) contains similarity to phosphoei 




synthase (ppsA) (GB: AE001056) [Arabidopsis 


Seq. No. 


400446 


Seq. ID 


LIB3431-034-P1-K1-G5 


Method 


BLASTX 




cr3126854 


BLAST score 


675 


E value 


4.0e-71 


Match length 


127 


% identity 


100 


NCBI Description 


(AF061577) chlorophyll a/b binding protein 


Seq. No. 


400447 


Seq. ID 


LIB3431-034-P1-K1-G7 


Method 


BLASTN 


Ll \*t U J. \J A. 


a6015437 
\j \j \j x «j t ~j t 


BLAST score 


35 


E value 


2.0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


400448 


Seq. ID 


LIB3431-034-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


g2288988 


BLAST score 


170 


E value 


6.0e-12 



51283 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



66 
47 

(AC002335) hypothetical protein [Arabidopsis thaliana] 
400449 

LIB3431-034-P1-K1-H11 

BLASTX 

g548605 

594 

1.0e-61 

130 

91 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 



M 

r-Q 



m 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400450 

LIB3431-034-P1-K1-H3 

BLASTX 

g417482 

397 

1.0e-38 

140 

58 

PROTEIN FARNESYLTRANSFERASE BETA SUBUNIT (CAAX 
FARNESYLTRANSFERASE BETA SUBUNIT) (RAS PROTEINS 

PRENYLTRANSFERASE) (FTASE-BETA) >gi_54 1966_pir JQ2254 

farnesyl-diphosphate farnesyltransf erase (EC 2.5.1.21) beta 
chain - garden pea >gi_169049 (L08664) f arnesyl-protein 
transferase beta-subunit [Pisum sativum] 



Seq. No. 


400451 


Seq. ID 


LIB3431-034-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g6006429 


BLAST score 


298 


E value 


6.0e-27 


Match length 


118 


% identity 


49 


NCBI Description 


(AJ242958) SPL1-Related3 protein [Arabidopsis 


Seq. No. 


400452 


Seq. ID 


.LIB3431-034-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


547 


E value 


4.0e-56 


Match length 


119 


% identity 


87 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 



C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chaii 
precursor {clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 



51284 



ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400453 

LIB3431-034-P1-K1-H9 

BLASTN 

g2073379 

88 

5.0e-42 

92 

99 

Rice CP26 mRNA, partial sequence 



•asr 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400454 

LIB3431-034-P1-N1-A11 

BLASTX 

g4469021 

292 

4.0e-26 

76 

74 

(AL035602) hypothetical protein [Arabidopsis thaliana] 
400455 

LIB3431-034-P1-N1-A12 

BLASTX 

gl835731 

273 

4.0e-24 

65 

82 

(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 



G 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400456 

LIB3431-034-P1-N1-A2 
BLASTN : 
g304219 - ; 
49 

1.0e-18 

71 

92 

Hordeum vulgare chloroplast photosystem I 
mRNA, complete cds 



PSK-I subunit 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400457 

LIB3431-034-P1-N1-A6 

BLASTX 

g3420055 

260 

2.0e-22 

55 

89 

(AC004 680) cyclophilin [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



400458 

LIB3431-034-P1-N1-A8 



51285 



□ 

09 



O 
pi 

tsd! 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3914899 

199 

2.0e-15 

41 

93 

40S RIBOSOMAL PROTEIN S4 >gi_2331301 (AF013487) ribosomal 
protein S4 type I [Zea mays] 

400459 

LIB3431-034-P1-N1-B10 

BLASTX 

g3036951 

356 

8.0e-34 

68 

100 

(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

400460 

LIB3431-034-P1-N1-B2 

BLASTN 

g4079797 

92 

2.0e-44 

163 

98 

Oryza sativa 23 kDa polypeptide of photosystem II mRNA, 
complete cds 

400461 

LIB3431-034-P1-N1-B3 

BLASTN 

g218180 

294 

1.0e-164 

390 

93 

Rice mRNA for oryzain alpha (EC 3.4.22) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400462 

LIB3431-034-P1-N1-B5 

BLASTN 

gl815627 

116 

3.0e-58 

151 

97 

Oryza sativa metallothionein-like type 2 (OsMT-2) mRNA, 
complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



400463 

LIB3431-034-P1-N1-B6 

BLASTX 

g480450 

542 



51286 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-55 

150 

74 

ketol-acid reductoisomerase (EC 1.1.1.86) - Arabidopsis 
thaliana >gi_402552_emb_CAA4 9506_ (X69880) ketol-acid 
reductoisomerase [Arabidopsis thaliana] 

400464 

LIB3431-034-P1-N1-B9 

BLASTX 

g5734790 

337 

1.0e-31 

74 

89 

(AC007980) ATP-dependent metalloprotease [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



400465 

LIB3431-034-P1-N1-C1 

BLASTN 

g3789951 

96 

1.0e-4 6 

211 

86 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

400466 

LIB3431-034-P1-N1-C10 

BLASTX 

g671740 

431 

1.0e-42 

79 

99 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 

400467 

LIB3431-034-P1-N1-C11 

BLASTX 

g5091509 

262 

8.0e-23 

47 

100 

(AB023482) EST AU065533 (C2174 ) corresponds to a region of 
the predicted gene.; Similar to Homo sapiens splicing 
factor Prp8 mRNA, complete cds. (AF092565) [Oryza sativa] 

400468 

LIB3431-034-P1-N1-C3 

BLASTX 

g3123295 



51287 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231 

4.0e-19 

57 

70 

CALMODULIN- RELATED PROTEIN 2, TOUCH-INDUCED >gi_2583169 
(AF026473) calmodul in-related protein [Arabidopsis 
thaliana] 



Seq. No. 


400469 


Seq. ID 


LIB3431-034-P1-N1-C5 


Method 


BLASTX 


NCBI GI 


gl296955 


BLAST score 


300 


E value 


3.0e-27 


Matcn lengun 




% identity 


46 


NCBI Description 


(X95402) duplicated domain 


Seq. No. 


400470 


Seq. ID 


LIB3431-034-P1-N1-C7 


Method 


BLASTN 


NCBI GI 


gl661159 


BLAST score 


157 


E value 


5.0e-83 


Match length 


Zo 1 


% identity 


92 


NCBI Description 


Oryza sativa chlorophyll a, 




mRNA, complete cds 


Seq. No. 


400471 


Seq. ID 


LIB3431-034-P1-N1-C8 


Method 


BLASTN 


NCBI GI 


g2072726 


BLAST score 


461 


E value 


0.0e+00 


Match length 


503 


%' identity 


98 


NCBI Description 


0. sativa mRNA for Fd-G0GAT ( 


Seq. No. 


400472 


Seq. ID 


LIB3431-034-P.1-N1-C9 


Method 


BLASTX 


NCBI GI 


g3345477 


BLAST score 


211 


E value 


9.0e-17 


Match length 


44 



(kcdl895) 



partial, clone OsGog2 



% identity 

NCBI Description 



91 

(AB016283) 



carbonic anhydrase [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



400473 

LIB3431-034-P1-N1-D10 

BLASTN 

g218218 

85 

6.0e-40 

112 

95 



51288 



NCBI Description 



Oryza sativa p-SINEl-r3 gene, repeat sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400474 

LIB3431-034-P1-N1-D11 

BLASTX 

gl32105 

451 

6.0e-45 

93 

89 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400475 
LIB3431- 
BLASTN 
g207255<! 
277 

l.Oe-154 
293 
99 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



L-034-P1-N1-D12 

34 

34 



Seq. No. 
Seq. ID 
Method 

,;ncbi gi 

&LAST score 
E value 
Match length 
*% identity 
NCBI Description 



400476 

LIB3431-034-P1-N1-D3 

BLASTX 

g3786007 

160 

7.0e-ll 

43 

53 

(AC005499) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400477 

LIB3431-034-P1-N1-D4 

BLASTN 

g218209 

74 

1.0e-33 

143 

97 

Oryza sativa mRNA for the small subunit of 
ribulose-1, 5-bisphosphate carboxylase, complete cds, 
pOSSS2106 



clone 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



400478 

LIB3431-034-P1-N1-D6 

BLASTX 

g992633 



51289 



□ 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217 

1.0e-17 

59 

66 

(U30874) cyclophilin B [Schistosoma mansoni] 

>gi_15884 93_prf 2208425A B-like cyclophilin [Schistosoma 

mansoni] 

400479 

LIB3431-034-P1-N1-D7 

BLASTN 

g20181 

128 

1.0e-65 

215 

91 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 

400480 

LIB3431-034-P1-N1-D8 

BLASTN 

g3819197 

47 

3.0e-17 

103 

86 

Hordeum vulgar e partial mRNA; clone cMWG067 6.uni 
400481 

LIB3431-034-P1-N1-D9 

BLASTX 

gl32105 

179 

4.0e-13 
34 

IffO ■ 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

400482 

LIB3431-034-P1-N1-E10 

BLASTN 

g20177 

35 

4.0e-10 

67 

88 

Rice cablR gene for light harvesting chlorophyll 
a/b-binding protein 



51290 



Seq. No. 


400483 


Seq. ID 


LIB3431-034-P1-N1-E11 


Method 


BLASTX 


NCBI GI 


gll81599 


BLAST score 


144 


E value 


5.0e-09 


Match length 


39 


% identity 


72 


NCBI Description 


(D83007) subunit of photosystem I [Cucumis sativus^ 


Seq. No. 


400484 


Seq. ID 


LIB3431-034-P1-N1-E12 


Method 


BLASTX 


NCBI GI 


g5902389 


BLAST score 


170 


E value 


5.0e-12 


Match length 


49 


% identity 


55 


NCBI Description 


(AC008148) Unknown protein [Arabidopsis thaliana] 


Seq. No. 


400485 


Seq. ID 


LIB3431-034-P1-N1-E2 


Method 


BLASTN 


NCBI GI 


gl209384 


BLAST score 


337 


E value 


0.0e+00 


Match length 


341 


% identity 


100 


NCBI Description 


Oryza sativa mRNA for root ferredoxin, partial cds 


Seq. No. 


400486 


Seq. ID 


LIB3431-034-P1-N1-E4 


Mpthod 


BLASTN 


NCBI GI 


g4887617 


BLAST score 


434 


E value 


0.0e+00 


Match length 


449 


% identity 


99 


NCBI Description 


Oryza sativa HOS59 mRNA, partial cds 


Seq. No. 


400487 


Seq. ID 


LIB3431-034-P1-N1-E5 


Method 


BLASTX 


NCBI GI 


g2204226 


BLAST score 


255 


E value 


6.0e-22 


Match length 


55 


% identity 


82 


NCBI Description 


(Y13848) alpha-galactosidase [Hordeum vulgare] 


Seq. No. 


400488 


Seq. ID 


LIB3431-034-P1-N1-F1 


Method 


BLASTX 


NCBI GI 


g3036949 


BLAST score 


234 


E value 


1.0e-19 



51291 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49 
92 

(AB012638) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

400489 

LIB3431-034-P1-N1-F11 

BLASTX 

g2407279 

176 

1.0e-12 

37 

97 

(AF017362) aldolase [Oryza sativa] 
400490 

LIB3431-034-P1-N1-F12 

BLASTX 

g4455169 

233 

3.0e-19 

77 

53 

(AL035521) putative aldehyde dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



400491 

LIB3431-034-P1-N1-F2 

BLASTX 

g548605 

317 

3.0e-29 

71 

87 

PHOTOSYSTEM I REACTION CENTRE 
(LIGHT-HARVESTING COMPLEX I 7 



SUBUNIT X PRECURSOR 
KD PROTEIN) (PSI-K) 



>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[ Horde um vulgar e] 

400492 

LIB3431-034-P1-N1-F3 

BLASTX 

g3036951 

347 

9.0e-33 

68 

99 

(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

400493 

LIB3431-034-P1-N1-F5 

BLASTN 

g2570510 

255 

1.0e-141 



51292 



Match length 

% identity 

NCBI Description 



279 
98 

Oryza sativa chlorophyll a-b binding protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400494 

LIB3431-034-P1-N1-F6 

BLASTN 

g6006355 

374 

0.0e+00 

380 

99 

Oryza sativa genomic DNA, chromosome 6, clone : P0493C11 
400495 

LIB3431-034-P1-N1-F7 

BLASTX 

gll5813 

215 

3.0e-17 

48 

85 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB- 8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

400496 

LIB3431-034-P1-N1-F8 

BLASTN 

g304219 

40 

3.0e-13 

68 

90 

Hordeum vulgare chloroplast photosystem I PSK-I subunit 
mRNA, complete cds 

400497 

LIB3431-034-P1-N1-F9 

BLASTX 

g733456 

371 

2.0e-35 

76 

95 

(U23189) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



400498 

LIB3431-034-P1-N1-G11 

BLASTN 

g218209 

149 

4.0e-78 

328 

97 



51293 



NCBI Description 



Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

pOSSS2106 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400499 

LIB3431-034-P1-N1-G3 

BLAST N 

gl398998 

110 

4.0e-55 

185 

96 

Rice OSOEE2 gene for 23 kDa polypeptide of photosystem II, 
complete cds 



pes 



p 

13 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400500 

LIB3431-034-P1-N1-G4 

BLASTX 

g3319357 

237 

6.0e-20 

61 

70 

(AF077407) contains similarity to phosphoenolpyruvate 
synthase (ppsA) (GB: AE001056) [Arabidopsis thaliana] 



Seq. No. 


400501 


Seq. ID 


LIB3431-034-P1-N1-G5 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


345 


E value 


1.0e-32 


Match length 


65 


% identity 


100 


NCBI Description 


(AF061577) chlorophyll 


Seq. No. 


400502 


Seq. ID 


LIB3431-034-P1-N1-H11 


Method 


BLASTX 


NCBI GI 


g548605 


BLAST score 


234 


E value 


9.0e-20 


Match length 


48 


% identity 


94 


NCBI Description 


PHOTOSYSTEM I REACTION 



(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



400503 

LIB3431-034-P1-N1-H3 

BLASTX 

g417482 

371 

1.0e-35 
91 



51294 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



75 

PROTEIN FARNESYLTRANSFERASE BETA SUBUNIT (CAAX 
FARNESYLTRANSFERASE BETA SUBUNIT) (RAS PROTEINS 

PRENYLTRANS FERASE ) { FTASE-BETA) >gi_5 4196 6_pi r JQ2 254 

f arnesyl-diphosphate farnesyltransf erase (EC 2.5.1.21) beta 
chain - garden pea >gi_169049 (L08664) f arnesyl-protein 
transferase beta-subunit [Pisum sativum] 

400504 

LIB3431-034-P1-N1-H4 

BLASTN 

g3819197 

47 

4.0e-17 

103 
86 

Hordeum vulgare partial mRNA; clone cMWG067 6.uni 
400505 

LIB3431-034-P1-N1-H7 

BLASTN 

g218207 

295 

1.0e-165 

307 

99 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 
POSSS1139 

400506 

LIB3431-035-P1-K1-A1 

BLASTX 

g548605 

471 

3.0e-47 

98" 
93 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 

400507 

LIB3431-035-P1-K1-A12 

BLASTX 

gll71579 

239 

5.0e-20 

91 

48 

(X95342) cytochrome P450 [Nicotiana tabacum] 
400508 

LIB3431-035-P1-K1-A2 
BLASTX 



51295 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2582822 
172 

3.0e-12 

39 

82 

(Y09987) CDSP32 protein (Chloroplast Drought- induced Stress 
Protein of 32kDa) [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400509 

LIB3431-035-P1-K1-A3 

BLASTX 

g728744 

271 

2.0e-46 

132 

80 

AUXIN-INDUCED PROTEIN PCNT115 >gi_100305_pir S16390 

auxin-induced protein - common tobacco 

>gi_19799_emb_CAA39708_ (X56267) auxin-induced protein 
[Nicotiana tabacum] 



Seq. No. 


400510 


Seq. ID 


LIB3431-035-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


g5912299 


BLAST score 


464 


E value 


8.0e-55 


Match length 


123 


% identity 


88 


NCBI Description 


(AJ133787) gigantea homologue [Oryza 


Seq. No. 


400511 


Seq. ID 


LIB3431-035-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


gl076724 


BLAST score 


665 


E value 


6.0e-70 


Match length 


141- 


% identity 


85 


NCBI Description 


LHCI-680, photosystem I antenna prot< 



>gi_666054_emb_CAA59049_ (X84308) 
antenna protein [Hordeum vulgare] 



. - barley 
LHCI-680, photosystem 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400512 

LIB3431-035-P1-K1-B3 

BLASTX 

g320618 

578 

1.0e-59 

127 

87 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



51296 



00 

D 

y a 

3 

Lib 



Seq. No. 


400513 


Seq. ID 


LIB3431-035-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


g3386621 


BLAST score 


513 


E value 


4.0e-52 


Match length 


119 


% identity 


83 


NCBI Description 


(AC004665) unknown protein [Arabidopsis thaliana] 


Seq. No. 


400514 


Seq. ID 


LIB3431-035-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


g3273202 


BLAST score 


394 


E value 


4.0e-38 


Match length 


115 


% identity 


74 


NCBI Description 


(AB010918) responce reactor4 [Arabidopsis thaliana] 


Seq. No. 


400515 


Seq. ID 


LIB3431-035-P1-K1-B7 


Method 


BLASTN 


NCBI GI 


g20181 


BLAST score 


92 


E value 


6.0e-44 


Match length 


243 


% identity 


86 


NCBI Description 


Rice cab2R gene for light harvesting chlorophyll 




a/b-binding protein 


Seq. No. 


400516 


Seq. ID 


LIB3431-035-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


g417488 


BLAST score 


608 


E value 


3.0e-63 


Match length 


152 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



75 

ALPHA-GLUCAN PHOSPHORYLASE, H ISOZYME (STARCH PHOSPHORYLASE 

H) >gi_100452_pir A40995 starch phosphorylase (EC 2.4.1.1) 

H - potato >gi_169473 (M69038) alpha-glucan phosphorylase 
type H isozyme [Solanum tuberosum] 

400517 

LIB3431-035-P1-K1-B9 

BLASTX 

gll5787 

600 

3.0e-62 

135 

88 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_824 61_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



51297 



# 



m 

G 



b 



Seq. No. 


400518 


Seq. ID 


LIB3431-035-P1-K1-C11 


Method 


BLASTX 




a2407281 


BLAST score 


758 


E value 


7.0e-81 


Match length 


149 


% identity 


95 


NCBI Description 


(AF017363) ribulose 1, 5-bisphosphate carboxylase small 




subunit [Oryza sativa] 


Seq. No. 


400519 


Seq. ID 


LIB3431-035-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


gl00454 




664 


E value 


7.0e-70 


Match length 


146 


% identity 


86 


NCBI Description 


photosystem II oxygen-evolving complex protein 1 - potato 




>gi_809113_emb_CAA35601_ (X17578) 33kDa precursor protein 




of oxygen-evolving complex [Solanum tuberosum] 


Seq. No. 


400520 


Seq. ID 


LIB3431-035-P1-K1-C3 


Method 


BLASTX 


WfpT {IT 


yj4 44 J / 


BLAST score 


339 


E value 


1.0e-31 


Match length 


73 


% identity 


86 


NCBI Description 


GLUTATHIONE PEROXIDASE HOMOLOG (SALT-ASSOCIATED PROTEIN) 




>gi_296358_emb_CAA47018_ (X66377) CIT-SAP [Citrus sinensis] 


Seq . No . 


400521 


Seq. ID 


LIB3431-035-P1-K1-C4 




RLASTN 


NCBI GI 


g473980 


BLAST score 


76 


E value 


9.0e-35 


Match length 


113 


% identity 


90 


NCBI Description 


Rice mRNA, partial homologous to glycine-rich protein gene 


Seq. No. 


400522 


Seq. ID 


LIB3431-035-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


g82080 


BLAST score 


415 


E value 


1.0e-40 


Match length 


141 


% identity 


62 


NCBI Description 


chlorophyll a/b-binding protein type III precursor - tomato 



>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 



51298 



D 
& i 

69 

O 



□ 

0 

o 



Seq. No. 


400523 


Seq. ID 


LIB3431-035-P1-K1-C7 


Method 


BLASTX 




nil A *i All 
yO Jfi 3 ft / f 


BLAST score 


662 


E value 


1.0e-69 


Match length 


127 


% identity 


98 


NCBI Description 


(AB016283) carbonic , 


Seq. No. 


400524 


Seq. ID 


LIB3431-035-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


g5042462 




i Jy 


E value 


9.0e-45 


Match length 


114 


% identity 


80 


NCBI Description 


(AC007789) putative : 




[Oryza sativa] 


Seq. No. 


400525 


Seq. ID 


LIB3431-035-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


676 


E value 


3.0e-71 


Match length 


144 


% identity 


89 



anhydrase [Oryza sativa] 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

{RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj__BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

400526 

LIB3431-035-P1-K1-D1 

BLASTX 

gll73347 

793 

6.0e-85 

153 

95 

SED0HEPTUL0SE-1,7-BISPH0SPHATASE, CHLOROPLAST PRECURSOR 
( SEDOHEPTULOSE-BIS PHOSPHATASE ) ( SBPASE ) ( SED ( 1 , 7 ) P2ASE ) 

>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265_emb_CAA4 6507_ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 
aestivum] 



Seq. No. 
Seq. ID 
Method 



400527 

LIB3431-035-P1-K1-D10 
BLASTX 



51299 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g82080 
483 

1.0e-48 

134 

69 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 



t — s 

*5 



^1 



01 

E 

La. 
's 

.0 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400528 

LIB3431-035-P1-K1-D11 

BLASTX 

gl70131 

263 

8.0e-23 

67 

67 

(M55322) ribosomal protein 30S subunit [Spinacia oleracea] 



400529 

LIB3431-035-P1-K1-D12 

BLASTX 

g2773154 

242 

2.0e-20 

118 

47 

(AF039573) abscisic acid- 
[Oryza sativa] 



and stress-inducible protein 



Seq. No. 


400530 


Seq. ID 


LIB3431-035-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


744 


E value 


3.0e-79 


Match length 


141 


% identity 


99 


NCBI Description 


(AF061577) chlorophyll a/b binding 


Seq. No. 


400531 


Seq. ID 


LIB3431-035-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


g6014904 


BLAST score 


372 


E value 


1.0e-35 


Match length 


70 


% identity 


97 


NCBI Description 


DAG PROTEIN, CHLOROPLAST PRECURSOR 




>gi_1200205_emb_CAA65064_ (X95753) 


Seq. No. 


400532 


Seq. ID 


LIB3431-035-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g3789952 


BLAST score 


512 


E value 


4.0e-52 



51300 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



108 

94 . 

(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 

400533 

LIB3431-035-P1-K1-D5 

BLASTX 

g543711 

367 

5.0e-35 

71 

99 

14-3-3-LIKE PROTEIN S94 >gi_4 197 96_pir S30927 14-3-3 

protein homolog - rice >gi_303859_dbj_BAA03711_ (D16140) 
brain specific protein [Oryza sativa] 

400534 

LIB3431-035-P1-K1-D6 

BLASTX 

gll72874 

204 

7.0e-16 

135 

38 

DEHYDRATION-RESPONSIVE PROTEIN RD22 PRECURSOR 

>gi_479589_pir S34823 dehydration-induced protein RD22 - 

Arabidopsis thaliana >gi_391608_dbj_BAA0154 6_ (D10703) rd22 

[Arabidopsis thaliana] >gi_4 47134_prf 1913421A rd22 gene 

[Arabidopsis thaliana] 

400535 

LIB3431-035-P1-K1-D8 

BLASTX 

gl32105 

673 

7.0e-71 

124 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



400536 

LIB3431-035-P1-K1-E1 

BLASTX 

g320618 

544 

1.0e-55 

128 

84 



51301 



NCBI Description 



chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400537 

LIB3431-035-P1-K1-E10 

BLASTX 

gl617197 

304 

1.0e-27 

76 

76 

(Z72488) CP12 [Nicotiana tabacum] 



Q 



5 

Q 

Us 



Q 
O 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400538 

LIB3431-035-P1-K1-E11 

BLASTN 

g2306980 

98 

7.0e-48 

122 

95 

Oryza sativa photosystem I antenna protein 
complete cds 



(Lhca) mRNA, 



Seq. No. 


400539 


Seq. ID 


LIB3431-035-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g2464852 


BLAST score 


205 


E value 


5.0e-16 


Match length 


100 


% identity 


46 


NCBI Description 


(Z99707) putative prote 


Seq. No. 


400540 


Seq. ID 


LIB3431-035-P1-K1-E3 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


38 


E value 


9.0e-12 


Match length 


38 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 mRNA, 


Seq. No. 


400541 


Seq. ID 


LIB3431-035-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


gll5794 


BLAST score 


374 


E value 


7.0e-36 


Match length 


77 


% identity 


91 


NCBI Description 


CHLOROPHYLL A-B BINDING 



III CAB-13) >gi_72748_pir CDT033 chlorophyll a/b-binding 



51302 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



protein type III precursor (cab-13) - tomato 
>gi_19277_emb_CAA42818_ (X60275) LHCII type III 
[Lycopersicon esculentum] 

400542 

LIB3431-035-P1-K1-E6 

BLASTX 

g320618 

724 

8.0e-77 

156 

89 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



E 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value • 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400543 

LIB3431-035-P1-K1-E7 

BLASTX 

g3355476 

246 

8.0e-21 

72 

60 

(AC004218) unknown protein [Arabidopsis thaliana] 
400544 

LIB3431-035-P1-K1-F1 

BLASTX 

gll5787 

423 

5.0e-42 

116 

83 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461j?ir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400545 

LIB3431-035-P1-K1-F10 

BLASTX 

g4585882 

522 

4.0e-53 

143 

72 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



400546 

LIB3431-035-P1-K1-F4 

BLASTX 

g5441881 



51303 



BLAST score 


175 


E value 


2.0e-12 


Match length 


115 


% identity 


39 


NCBI Description 


(AP000367) Similar to putative receptor kinase 




[Oryza sativa] 


Seq. No. 


400547 


Seq. ID 


LIB3431-035-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


g4049341 


BLAST score 


285 


E value 


2.0e-25 


Match length 


87 


% identity 


66 


NCBI Description 


(AL034567) putative protein [Arabidopsis thai 


Seq. No. 


400548 


Seq. ID 


LIB3431-035-P1-K1-F8 


Method 


BLAST N 


NCBI GI 


06015437 


BLAST score 


36 


E value 


1.0e-10 


Match length 


47 


% identity 


65 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


400549 


Seq. ID 


LIB3431-035-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


g4079798 


BLAST srorp 


499 


E value 


1.0e-50 


Match length 


126 


% identity 


78 


NCBI Description 


(AF052203) 23 kDa polypeptide of photosystem : 




sativa] 


Seq. No. 


400550 


Seq. ID 


LIB3431-035-P1-K1-G1 


Method 


BLASTX 


NCBI GI 


g482311 


BLAST score 


771 


E value 


2.0e-82 


Match length 


149 


% identity 


99 



NCBI Description 



photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



400551 

LIB3431-035-P1-K1-G10 

BLASTX 

gll5787 

565 

3.0e-58 
127 



51304 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



88 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

400552 

LIB3431-035-P1-K1-G11 

BLASTX 

g3789954 

507 

1.0e-51 

95 

99 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 

400553 - 

LIB3431-035-P1-K1-G12 

BLAST N 

g2407282 

111 

2.0e-55 

111 

100 

Oryza sativa ribulose 1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 

400554 

LIB3431-035-P1-K1-G2 

BLASTX 

g733454 

300 

4.0e-27 

69 

88 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

400555 

LIB34 31-035-P1-K1-G3 

BLASTX 

gl352461 

358 

4.0e-34 

87 

79 

IN2-2 PROTEIN 
400556 

LIB3431-035-P1-K1-G4 

BLASTX 

gl616659 

512 

1.0e-56 
146 



51305 



% identity 

NCBI Description 



80 

(U4 9387) adenylosuccinate synthetase [Triticum aestivum] 



01 



h 



|3S5i 



Seq. No. 


400557 


Seq. ID 


LIB3431-035-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g5031281 


BLAST score 


314 


E value 


9.0e-29 


Match length 


98 


% identity 


62 


NCBI Description 


(AF139499) unknown [: 


Seq. No. 


400558 


Seq. ID 


LIB3431-035-P1-K1-G6 


Method 


BLASTN 


NCBI GI 


gl245938 


BLAST score 


35 


E value 


6.0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


rabClC-2 beta=chlori< 




heart atrium, mRNA, : 


Seq. No. 


400559 


Seq. ID 


LIB3431-035-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g3885888 


BLAST score 


347 


E value 


1.0e-32 


Match length 


70 


% identity 


97 



NCBI Description (AF093632) high mobility group protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400560 

LIB3431-035-P1-K1-G9 

BLASTX 

g422029 

542 

2.0e-55 

150 

73 

transcription factor OBF3.2, ocs element-binding - maize 
>gi_297018_emb_CAA48904_ (X69152) ocs-element binding 
factor 3.2 [Zea mays] 

400561 

LIB3431-035-P1-K1-H1 

BLASTX 

g2407281 

705 

1.0e-74 

132 

99 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



51306 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400562 

LIB3431-035-P1-K1-H10 

BLASTX 

gl32105 

595 

9.0e-62 

128 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094 jpir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400563 

LIB3431-035-P1-K1-H11 

BLASTX 

g3914603 

699 

5.0e-74 

134 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 
(U74321) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400564 

LIB3431-035-P1-K1-H12 

BLASTX 

g6063542 

351 

2.0e-33 

109 

72 

(AP000615) EST C74302 (E30840 ) corresponds to a region of 
the predicted gene.; similar to glyceraldehyde-3-phosphate 
dehydrogenase. (M64118) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400565 

LIB3431-035-P1-K1-H2 

BLASTX 

gll72813 

563 

5.0e-58 

108 

99 

60S RIBOSOMAL PROTEIN L10-2 (PUTATIVE TUMOR SUPRESSOR SG12) 

>gi_1076752_pir S49596 ribosomal protein LlO.e, cytosolic 

- rice >gi_575357_emb_CAA57340_ (X81692) putative tumor 
supressor [Oryza sativa] 



Seq. No. 



400566 



51307 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-035-P1-K1-H4 

BLASTX 

g417260 

421 

2.0e-41 

128 
66 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein -■ rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 



m 
w 

O 

m 

w' 

& 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400567 

LIB3431-035-P1-K1-H5 

BLASTX 

g4585882 

628 

1.0e-65 

157 

72 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq. No. 


400568 


Seq. ID 


LIB3431-035-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g4454459 


BLAST score 


433 


E value 


1.0e-42 


Match length 


112 


% identity 


76 


NCBI Description 


(AC006234) unknown protein [Arabidopsis thaliana] 


Seq. No. 


400569 


Seq. ID 


LIB3431-035-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g3402713 


BLAST score 


219 


E value 


1.0e-17 


Match length 


62 


% identity 


63 


NCBI Description 


(AC004261) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


400570 


Seq. ID 


LIB3431-035-P1-N1-A1 


Method 


BLASTX 


NCBI GI 


g548605 


BLAST score 


320 


E value 


1.0e-29 


Match length 


67 


% identity 


93 


NCBI Description 


PHOTOS YSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 



(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 



Seq. No. 



400571 



51308 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-035-P1-N1-A2 

BLASTX 

g2582822 

169 

6.0e-12 

39 
79 

(Y09987) CDSP32 protein (Chloroplast Drought-induced Stress 
Protein of 32kDa) [Solanum tuberosum] 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400572 

LIB3431-035-P1-N1-B3 

BLASTX 

gll5787 

368 

3.0e-35 

73 

97 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



P 



n 

Q 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400573 

LIB3431-035-P1-N1-B8 

BLASTX 

g417488 

184 

9.0e-19 

60 

82 

ALPHA-GLUCAN PHOSPHORYLASE, H ISOZYME (STARCH PHOSPHORYLASE 

H) >gi_100452_pir A40995 starch phosphorylase (EC 2.4.1.1) 

H - potato >gi_169473 (M69038) alpha-glucan phosphorylase 
type H isozyme [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400574 

LIB3431-035-P1-N1-B9 

BLASTX 

gl085987 

179 

4.0e-13 

34 
94 

light harvesting chlorophyll a 
spruce >gi_ 607148 emb CAA57407 



protein precursor - Norway 
(X81808) light harvesting 



chlorophyll a /b-binding protein Lhcbl*l [Picea abies] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



400575 

LIB3431-035-P1-N1-C11 

BLASTX 

g671740 

406 

1.0e-39 

79 

96 



51309 



NCBI Description 



(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400576 

LIB3431-035-P1-N1-C2 

BLASTX 

g482311 

171 

4.0e-12 

33 

100 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 



o 

■ ft 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400577 

LIB3431-035-P1-N1-C3 

BLASTX 

gl362150 

290 

1.0e-33 

84 

88 

hypothetical protein (clone AFN3) - wild oat (fragment) 
>gi_726478 (U20000) putative ORF1 [Avena fatua] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400578 

LIB3431-035-P1-N1-C4 

BLASTN 

g2331130 

227 

1.0e-125 

251 

98 

Oryza sativa glycine-rich protein (0SGRP1) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400579 

LIB3431-035-P1-N1-C7 

BLASTN 

g218209 

57 

3.0e-23 

172 

90 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 
pOSSS2106 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



400580 

LIB3431-035-P1-N1-C8 

BLASTN 

g5042437 

325 

0.0e+00 

389 

100 



51310 



NCBI Description 



Oryza sativa BAC T49B20 genomic sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400581 

LIB3431-035-P1-N1-C9 

BLASTX 

g347451 

237 

7.0e-20 

47 

98 

(L22155) 
sativa] 



ribulose 1, 5-bisphosphate carboxylase [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



400582 

LIB3431-035-P1-N1-D1 

BLASTX 

gll73347 

190 

2.0e-14 

41 

95 

SEDOHEPTULOSE-l,7-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 
( SEDOHEPTULOSE-BIS PHOSPHATASE ) ( SBPASE ) ( SED (1,7) P2ASE ) 

>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265_emb_CAA4 6507_ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 
aestivum] 

400583 

LIB3431-035-P1-N1-D10 

BLASTX 

g82080 

256 

3.0e-25 

76 

82 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

400584 

LIB3431-035-P1-N1-D11 

BLASTX 

gl70131 

152 

6.0e-10 

47 

66 

(M55322) ribosomal protein 30S subunit [Spinacia oleracea] 
400585 

LIB3431-035-P1-N1-D12 

BLASTN 

g2773153 

364 

0.0e+00 
388 



51311 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

Oryza sativa abscisic acid- 
(Asrl) mRNA, complete cds 



and stress-inducible protein 



400586 

LIB3431-035-P1-N1-D2 

BLASTN 

g3126853 

160 

1.0e-84 

210 
99 

Oryza sativa chlorophyll a/b binding protein (RCABP89) 
mRNA, nuclear gene encoding chloroplast protein, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



400587 

LIB3431-035-P1-N1-D4 

BLASTX 

g3789952 

168 

1.0e-ll 
30 
100 

(AF094775) 
sativa] 



chlorophyll a/b-binding protein presursor [Oryza 



400588 

LIB3431-035-P1-N1-D5 

BLASTX 

g543711 

367 

6.0e-35 

71 

99 

14-3-3-LIKE PROTEIN S94 >gi_419796 jpir S30927 14-3-3 

protein homolog - rice >gi_303859_dbj_BAA03711_ (D16140) 
brain specific protein [Oryza sativa]' 

400589 

LIB3431-035-P1-N1-D8 

BLASTN 

g218209 

34 

2.0e-09 

50 

92 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

pOSSS2106 

400590 

LIB3431-035-P1-N1-D9 

BLASTX 

g259138 

242 

2.0e-20 



51312 



Match length 

% identity 

NCBI Description 



45 
100 

oryzacystatin=cysteine protease inhibitor [Oryza=rice, 
Peptide Recombinant, 90 aa] 



01 

m 



5 



4=1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400591 

LIB3431-035-P1-N1-E1 

BLASTX 

gll5787 

410 

4.0e-40 

77 

100 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_824 61_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 


400592 


Seq. ID 


LIB3431-035-P1-N1-E10 


Method 


BLASTX 


NCBI GI 


gl617197 


BLAST score 


286 


E value 


2.0e-25 


HO. LVrfll XC11U Lll 


71 


% identity 


73 


NCBI Description 


(Z72488) CP12 [Nicotiana tabacum] 


Seq. No. 


400593 


Seq. ID 


LIB3431-035-P1-N1-E11 


Method 


BLASTX 


NCBI GI 


gl076724 


BLAST score 


263 


E value 


6.0e-23 


Match length 


51 


% identity 


96 


NCBI Description 


LHCI-680, photosystem I antenna protein 




>gi_666054_emb_CAA59049_ (X84308) LHCI- 




antenna protein [Hordeum vulgare] 


Seq. No. 


400594 


Seq. ID 


LIB3431-035-P1-N1-E2 


Method 


BLASTX 


NCBI GI 


g2464852 


BLAST score 


171 


E value 


5.0e-12 


Match length 


80 


% identity 


49 


NCBI Description 


(Z99707) putative protein [Arabidopsis " 


Seq. No. 


400595 


Seq. ID 


LIB3431-035-P1-N1-E4 


Method 


BLASTX 


NCBI GI' 


gll5794 


BLAST score 


467 


E value 


1.0e-46 



51313 



Match length 

% identity 

NCBI Description 



0 



m 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



94 
91 

CHLOROPHYLL A-B BINDING PROTEIN 13 PRECURSOR (LHCII TYPE 

III CAB-13) >gi_72748j?ir CDT033 chlorophyll a/b-binding 

protein type III precursor (cab-13) - tomato 
>gi_19277_emb_CAA42818_ (X60275) LHCII type III 
[Lycopersicon esculentum] 

400596 

LIB3431-035-P1-N1-E6 

BLASTX 

gll5768 

223 

4.0e-18 

43 

98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB) (LHCP) >gi_72743_pir CDKV chlorophyll a/b-binding 

protein precursor - cucumber (fragment) >gi_167523 (M16057) 
chlorophyll a/b-binding protein [Cucumis sativus] 

400597 

LIB3431-035-P1-N1-E9 

BLASTX 

g2582822 

362 

2.0e-34 

79 

85 

(Y09987) CDSP32 protein (Chloroplast Drought-induced Stress 
Protein of 32kDa) [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400598 

LIB3431-035-P1-N1-F1 

BLASTX 

g671737 

199 

2.0e-15 

37 

100 

(X74731) Chloropyll a/b binding protein [Amaranthus 
hypochondr iacus ] 

400599 

LIB3431-035-P1-N1-F10 

BLASTX 

gll5813 

230 

6.0e-19 

55 

82 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB- 8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 



400600 

LIB3431-035-P1-N1-F7 



51314 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2262116 

152 

6.0e-10 

92 

39 

(AC002343) 



cellulose synthase isolog [Arabidopsis thaliana] 



400601 

LIB3431-035-P1-N1-F9 

BLASTX 

g4079798 

322 

5.0e-34 

81 

96 

(AF052203) 23 kDa polypeptide of photosystem II [Oryza 
sativa] 



01 

£0 



3 

s 

D 
o 



Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400602 

LIB3431-035-P1-N1-G1 

BLASTX 

g482311 

303 

2.0e-27 

64 

95 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 

400603 

LIB3431-035-P1-N1-G10 

BLASTX 

g289920 

154 

4.0e-10 

29 

97 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400604 

LIB3431-035-P1-N1-G11 

BLASTX 

g3789954 . 

410 

5.0e-40 

78 

97 

(AF094776) 
sativa] 



chlorophyll a/b-binding protein precursor [Oryza 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



400605 

LIB3431-035-P1-N1-G2 

BLASTX 

g733454 



51315 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289 

6.0e-26 

62 

92 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400606 

LIB3431-035-P1-N1-G3 

BLASTX 

g2462750 

184 

1.0e-13 

53 

68 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 



D 
O 



Seq. No. 


400607 


Seq. ID 


LIB3431-035-P1-N1-G4 


Method 


BLASTX 


NCBI GI 


gl616659 


BLAST score 


343 


E value 


4.0e-32 


Match length 


75 


% identity 


88 


NCBI Description 


(U49387) adenylosuccinate : 


Seq. No. 


400608 


Seq. ID 


LIB3431-035-P1-N1-G8 


Method 


BLASTN 


NCBI GI 


g3885887 


BLAST score 


304 


E value 


1.0e-170 


Match length 


315 


% identity 


99 


NCBI Description 


Oryza sativa high mobility 




complete cds 


Seq. No. 


400609 


Seq. ID 


LIB3431-035-P1-N1-H1 


Method 


BLASTN 


NCBI GI 


g218209 


BLAST score 


152 


E value 


7.0e-80 


Match length 


343 


% identity 


97 



(HMG) mRNA, 



NCBI Description 



Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 
pOSSS2106 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



400610 

LIB3431-035-P1-N1-H10 

BLASTX 

g347451 

380 

2.0e-36 



51316 



o 

o 

5=*: 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq; ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



69 
100 

(L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 
sativa] 

400611 

LIB3431-035-P1-N1-H11 

BLASTN 

g3377792 

263 

1.0e-146 

334 
95 

Oryza sativa ribulose-1, 5-bisphosphate 

carboxylase/oxygenase activase (rca) mRNA, complete cds 
400612 

LIB3431-035-P1-N1-H12 

BLASTN 

g6063530 

364 

0.0e+00 

389 

98 

Oryza sativa genomic DNA, chromosome 3, clone : P0043E01 
.400613 

LIB3431-035-P1-N1-H2 

BLASTX 

gll72813 

450 

1.0e-44 

88 

98 

60S RIBOSOMAL PROTEIN L10-2 (PUTATIVE TUMOR SUPRESSOR SG12) 

>gi_1076752_pir S4 9596 ribosomal protein LlO.e, cytosolic 

- rice >gi_575357_emb_CAA57340_ (X81692) putative tumor 
supressor [Oryza sativa] 

400614 

LIB3431-035-P1-N1-H4 

BLASTX 

g417260 

300 

3.0e-27 

81 

70 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



400615 

LIB3431-035-P1-N1-H5 

BLASTX 

gll5813 

171 

4.0e-12 



51317 



Match length 

% identity 

NCBI Description 



42 
79 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB -8 ) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 



Seq. No. 


400616 


Seq. ID 


LIB3431-036-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


g2997684 


BLAST score 


245 


E value 


1.0e-20 


Match length 


85 


% identity 


56 


NCBI Description 


(AF053302) putative transcriptional co-activator 




[Arabidopsis thaliana] 


Seq. No. 


400617 


Seq. ID 


LIB3431-036-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 


E value 


9.0e-20 


Match length 


44 


% identity 


100 


NCBI Description 


(AF001396) metallothionein-like protein [Oryza sativa] 




"■>rfi ^1 rrH A & TTfl *3 £H "3 1 I Z\ TTl A 7 1 Q £ \ maf al 1 nf hi r\nai n- 

^gi o j. u j f± h j. yij /\/\r ujduj • x \H.c ± ft / / od] uicuaiiounioiicin 




protein [Oryza sativa] 


Seq. No. 


400618 


Seq. ID 


LIB3431-036-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g871931 


BLAST score 


399 


E value 


7.0e-39 


Match length 


95 


% identity 


86 


NCBI Description 


(D30763) ferredoxin [Oryza sativa] 


Seq. No. 


400619 


Seq. ID 


LIB3431-036-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


gl709846 


BLAST score 


180 


E value 


4.0e-13 


Match length 


122 


% identity 


47 


NCBI Description 


PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR >gi_706853 (U04; 




22 kDa component of photosystem II [Lycopersicon 




esculentum] 


Seq. No. 


400620 


Seq. ID 


LIB3431-036-P1-K1-A5 


Method 


BLASTN 


NCBI GI 


g6016845 


BLAST score 


301 


E value 


1.0e-168 



51318 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



426 
93 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



Oryza sativa genomic DNA, chromosome 1, clone : P0711E10 
400621 

LIB3431-036-P1-K1-A6 

BLASTN 

g218207 

227 

1.0e-124 

259 

97 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

pOSSS1139 

400622 

LIB3431-036-P1-K1-A8 

BLASTX 

gl32105 

470 

3.0e-47 

107 

85 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase {EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

400623 

LIB3431-036-P1-K1-A9 

BLASTX 

g730456 

663 

9.0e-70 

128 

98 

4 OS RIBOSOMAL PROTEIN S19 
400624 

LIB3431-036-P1-K1-B12 

BLASTX 

g2407281 

556 

3.0e-57 

108 

97 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

400625 

LIB3431-036-P1-K1-B2 



51319 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



f=3 



BLASTN 
gl9094 
52 

4.0e-20 

64 

95 

H.vulgare mRNA PsaN for photosystem I subunit N 
400626 

LIB3431-036-P1-K1-B3 

BLASTX 

g2072555 

237 

9.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



to 

Li 
ST*™ 

y * 

3 



o 



Seq. No. 


400627 


Seq. ID 


LIB3431-036-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


g2306981 


BLAST score 


385 


E value 


4.0e-37 


Match length 


68 


% identity 


99 


NCBI Description 


(AF010321) photosystem 


Seq. No. 


400628 


Seq. ID 


LIB3431-036-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


567 


E value 


2.0e-58 


Match length 


122 


% identity 


87 


NCBI Description 


RIBULOSE BISPHOSPHATE < 




(RUBISCO SMALL SUBUNIT 




ribulose-bisphosphate < 



I antenna protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BOXYLASE SMALL CHAIN C PRECURSOR 

>gi_68094_pir RKRZS9 

boxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

400629 

LIB3431-036-P1-K1-B6 

BLASTX 

g4760553 

703 

2.0e-74 

142 

96 

(AB019533) Nad-dependent formate dehydrogenase [Oryza 



51320 



sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400630 

LIB3431-036-P1-K1-B7 

BLASTX 

g2570511 

637 

1.0e-66 

123 

98 

(AF022738) chlorophyll a-b binding protein [Oryza sativa] 
400631 

LIB3431-036-P1-K1-B9 

BLASTX 

g320618 

486 

5.0e-49 

111 

84 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 
type I light-harvesting 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400632 

LIB3431-036-P1-K1-C1 

BLASTX 

gl835731 

378 

3.0e-36 

122 

67 

(U86018) photosystem II 



10 kDa polypeptide [Oryza sativa] 



400633 

LIB3431-036-P1-K1-C11 

BLASTX 

g3126854 

715 

7.0e-76 

136 

99 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
400634 

LIB3431-036-P1-K1-C12 

BLASTX 

g82080 

425 

7.0e-42 

121 

68 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 



51321 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400635 

LIB3431-036-P1-K1-C2 

BLASTX 

g3914468 

536 

7.0e-55 

142 

75 

26S PROTEASOME REGULATORY SUBUNIT S3 (NUCLEAR ANTIGEN 21D7) 

>gi_478411_pir JQ2257 nuclear antigen 21D7 - carrot 

>gi_217911_dbj_BAA02696_ (D13434) 21D7 antigen [Daucus 
carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400636 

LIB3431-036-P1-K1-C5 

BLASTX 

gll9784 

221 

6.0e-18 

92 

55 

3-OXOACYL-[ACYL-CARRIER-PROTEIN] SYNTHASE I PRECURSOR 
(BETA-KETOACYL-ACP SYNTHASE I) (KAS I) 

>gi_100555_pir A39356 3-oxoacyl- [acyl-carrier-protein] 

synthase (EC 2.3.1.41) I beta chain precursor, chloroplast 
- barley >gi_167065 (M60410) beta-ketoacyl-ACP synthase I 
[Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400637 

LIB3431-036-P1-K1-C6 

BLASTX 

gl31225 

663 

1.0e-69 

147 

85 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400638 

LIB3431-036-P1-K1-C7 

BLASTX 

g4097547 

261 

1.0e-22 

124 

48 

(U64906) ATFP3 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



400639 

LIB3431-036-P1-K1-C9 

BLASTX 

g3024440 

356 



51322 



E value 
Match length 
% identity 
NCBI Description 



7.0e-34 

75 

88 

PROTEASOME DELTA CHAIN PRECURSOR (MULT I CATALYTIC 
ENDOPEPTIDASE COMPLEX DELTA CHAIN) 

>gi_1743356_emb_CAA70699_ (Y09505) proteasome delta subunit 
[Nicotiana tabacum] 



o 



y h 



o 



Seq. No. 


400640 


Seq. ID 


LIB3431-036-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


g4105561 


BLAST score 


186 


E value 


8.0e-14 


Match length 


80 


% identity 


54 


NCBI Description 


(AF047444) ribulose-5-phosphate- 


Seq. No. 


400641 


Seq. ID 


LIB3431-036-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


gll5787 


BLAST score 


592 


E value 


5.0e-64 


Match length 


133 


% identity 


94 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

400642 

LIB3431-036-P1-K1-D11 

BLASTX 

g!31388 

283 

3.0e-25 

107 

63 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_100831_pir S16260 

photosystem II oxygen-evolving complex protein 1 - common 
wheat x Sanduri wheat >gi_2184 4_emb_CAA40670_ (X57408) 
33kDa oxygen evolving protein of photosystem II [Triticum 
aestivum] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400643 

LIB3431-036-P1-K1-D3 

BLASTX 

g4759278 

301 

3.0e-27 

144 

43 

prp28, U5 snRNP 100 kd protein >gi_2655202 (AF026402) U5 



51323 



snRNP 100 kD protein [Homo sapiens] 



y 5 
£0 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400644 

LIB3431-036-P1-K1-D4 

BLASTX 

g2529682 

238 

6.0e-20 

143 

42 

(AC002535) unknown protein [Arabidopsis thaliana] 
400645 

LIB3431-036-P1-K1-D5 

BLASTX 

g4519936 

481 

2.0e-48 

136 

71 

(AB019186) RPR1 [Oryza sativa] 
400646 

LIB3431-036-P1-K1-D6 

BLASTX 

g4678279 

311 

2.0e-28 

97 

67 

(AL04 9660) carboxyl terminal protease-like protein 
[Arabidopsis thaliana] 

400647 

LIB3431-036-P1-K1-D7 

BLASTX 

g3789954 

582 

3.0e-60 

109 

100 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



400648 

LIB3431-036-P1-K1-D8 

BLASTX 

g3126854 

662 

1.0e-69 

124 

100 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
400649 

LIB3431-036-P1-K1-E1 
BLASTX 



51324 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll5787 
531 

3.0e-54 

121 

88 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



D 
I* 



B 

o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400650 

LIB3431-036-P1-K1-E10 

BLASTX 

g4263714 

536 

7.0e-55 

142 

77 

(AC006223) putative integral membrane protein [Arabidopsis 
thaliana] 

400651 

LIB3431-036-P1-K1-E11 

BLASTX 

g6006310 

751 

5.0e-80 

144 

99 

(AB018443) nonphototrophic hypocotyl lb [Oryza sativa] 
400652 

LIB3431-036-P1-K1-E12 

BLASTX 

g!421751 

175 

2.0e-12 

36 

92 

(U60592) putative ORF; conserved in 5' leaders of plant 
SAMdC [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400653 

LIB3431-036-P1-K1-E3 

BLASTX 

g3047090 

419 

4.0e-41 

138 

55 

(AF058826) T26D22.18 gene product [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



400654 

LIB3431-036-P1-K1-E4 

BLASTX 

g2944180 



51325 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



454 

3.0e-45 

114 

76 

(AF007779) trehalose-6-phosphate phosphatase [Arabidopsis 
thaliana] 



o 

■q 

y] 

Q 

Si 

a 

x - 

E c 
pa 

D 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method. 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400655 

LIB34 31-036-P1-K1-E6 

BLASTN 

gl835730 

274 

1.0e-152 

290 

99 

Oryza sativa photosystem II 
complete cds 

400656 

LIB3431-036-P1-K1-E8 

BLASTX 

g3461848 

210 

1.0e-16 

75 

64 

(AC005315) putative ATPase 



10 kDa polypeptide mRNA, 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



400657 

LIB3431-036-P1-K1-F1 

BLASTX 

gl071913 

490 

2.0e-49 

127 

73 

cysteine synthase (EC 4.2.99.8) C precursor, mitochondrial 
- spinach >gi_1066153_dbj_BAA07177_ (D37963) cysteine 
synthase [Spinacia oleracea] 

400658 

LIB3431-036-P1-K1-F10 

BLASTX 

g461595 

262 

8.0e-23 

94 

55 

ATP SYNTHASE B' CHAIN PRECURSOR (SUBUNIT II) 

>gi_479533_pir S34473 H+-transporting ATP synthase (EC 

3.6.1.34) chain 9 - spinach >gi_394755_emb_CAA50520_ 
(X71397) CF(o)II ATP synthase subunit 9 [Spinacia oleracea] 

400659 

LIB3431-036-P1-K1-F11 

BLASTX 

g2072555 



51326 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



237 

9.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400660 

LIB3431-036-P1-K1-F12 

BLASTN 

gl245938 

36 

1.0e-10 

36 
100 

rabClC-2 beta-chloride channel C1C-2G isoform [rabbits, 
heart atrium, mRNA, 2998 nt] 



Seq. No. 


400661 


Seq. ID 


LIB3431-036-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


g6017100 


BLAST score 


588 


E value 


6.0e-61 


Match length 


142 


% identity 


71 


NCBI Description 


(AC009895) unknown protein [Arab: 


Seq. No. 


400662 


Seq. ID 


LIB3431-036-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


gl31388 


BLAST score 


383 


E value 


6.0e-37 


Match length 


127 


% identity 


66 


NCBI Description 


OXYGEN-EVOLVING ENHANCER PROTEIN 



THYLAKOID MEMBRANE PROTEIN) >gi_100831_pir S162 60 

photosystem II oxygen-evolving complex protein 1 - common 
wheat x Sanduri wheat >gi_21844_emb_CAA40670_ (X57408) 
33kDa oxygen evolving protein of photosystem II [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400663 

LIB3431-036-P1-K1-F4 

BLASTX 

g3789952 

275 

3.0e-24 
55 
96 

(AF094775) 
sativa] 



chlorophyll a/b-binding protein presursor [Oryza 



Seq. No. 



400664 



51327 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-036-P1-K1-F6 

BLASTX 

g4558549 

627 

2.0e-65 

144 

83 

(AC007138) putative SecA-type chloroplast protein transport 
factor [Arabidopsis thaliana] 

400665 

LIB3431-036-P1-K1-F7 

BLASTX 

g2191152 

149 

2.0e-09 

105 

39 

(AF007269) A_IG002N01 . 31 gene product [Arabidopsis 
thaliana] 

400666 

LIB3431-036-P1-K1-F8 

BLASTX 

g2407281 

682 

6.0e-72 

127 

99 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400667 

LIB3431-036-P1-K1-G1 

BLASTX 

g2130052 

451 

7.0e-45 

99 

89 

xylose isomerase (EC 5.3, 
>gi_l 29680 9_emb_CAA6 4 5 4 5_ 
[Hordeum vulgare] 



1.5) - barley 
(X95257) xylose isomerase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400668 

LIB3431-036-P1-K1-G10 

BLASTX 

g2072555 

237 

9.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603. 1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 



400669 



51328 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-036-P1-K1-G2 

BLASTX 

g3913808 

590 

4.0e-61 

132 
89 

FERROCHELATASE PRECURSOR (PROTOHEME FERRO- LYASE) 
SYNTHETASE) >gi_2429618_dbj_BAA22284_ (AB007120) 
ferrochelatase [Oryza sativa] 



(HEME 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400670 

LIB3431-036-P1-K1-G4 

BLASTX 

g4079798 

496 

4.0e-50 
127 
77 

(AF052203) 
sativa] 



23 kDa polypeptide of photosystem II [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400671 

LIB3431-036-P1-K1-G5 

BLASTX 

g3126854 

511 

6.0e-52 

99 

97 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
400672 

LIB3431-036-P1-K1-G6 

BLASTX 

g4895205 

248 

4.0e-21 

61 

77 

(AC007661) putative alcohol dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



400673 

LIB3431-036-P1-K1-G7 

BLASTX 

g2695931 

350 

5.0e-33 

141 

53 

(AJ222779) hypothetical protein [Hordeum vulgare] 
400674 

LIB3431-036-P1-K1-G8 

BLASTN 

g6015437 



51329 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36 

1.0e-10 

36 
100 

Homo sapiens PEX1 mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400675 

LIB3431-036-P1-K1-H1 

BLASTX 

g3789952 

578 

8.0e-60 

116 

98 

(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 



01 
£8 



□ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400676 

LIB3431-036-P1-K1-H6 

BLASTX 

gl32105 

591 

3.0e-61 

127 

87 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


400677 


Seq. ID 


LIB3431-036-P1-K1-H7 


Method 


BLASTN 


NCBI GI 


g5917782 


BLAST score 


36 


E value 


5.0e-ll 


Match length 


120 


% identity 


82 


NCBI Description 


Oryza sativa carbonic anhydrase 3 mRNA, 


Seq. No. 


400678 


Seq. ID 


LIB3431-036-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g548605 


BLAST score 


561 


E value 


8.0e-58 


Match length 


127 


% identity 


89 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT X 



PRECURSOR 

(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi 304220 (L12707) photosystem I PSI-K subunit 



51330 



[Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400679 

LIB3431-036-P1-K1-H9 

BLASTX 

gl709846 

164 

3.0e-ll 

121 

44 

PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR >gi_706853 
22 kDa component of photosystem II [Lycopersicon 
esculentum] 



(U04336) 



y3 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400680 

LIB3431-036-P1-N1-A1 

BLASTN 

g576770 

280 

1.0e-156 

304 

98 

Oryza sativa clone ST1 sucrose-regulated mRNA, 3 '-end 
sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400681 

LIB3431-036-P1-N1-A11 

BLASTX 

g2072555 

237 

1.0e-19 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_61034 41_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400682 

LIB3431-036-P1-N1-A4 

BLASTX 

g6103011 

515 

2.0e-52 

115 

48 

(X84225) precursor of photosystem II subunit (22KDa) 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400683 

LIB3431-036-P1-N1-A5 

BLASTN 

g6016845 

206 

1.0e-112 

347 

89 

Oryza sativa genomic 



DNA, chromosome 1, clone : P0711E10 



51331 



01 



il = 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400684 

LIB3431-036-P1-N1-A8 

BLASTX 

gl32105 

402 

4.0e-39 

73 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


400685 


Seq. ID 


LIB3431-036-P1-N1-A9 


Method 


BLASTX 


NCBI GI 


g730456 


BLAST score 


335 


E value 


3.0e-31 


Match length 


65 


% identity 


100 


NCBI Description 


40S RIBOSOMAL PROTEIN S19 


Seq. No. 


400686 


Seq. ID 


LIB3431-036-P1-N1-B12 


Method 


BLASTX 


NCBI GI 


g671740 


BLAST score 


532 


E value 


2.0e-54 


Match length 


103 


% identity 


95 


NCBI Description 


(X84730) ribulose-bisphosj 




construct] 


Seq. No. 


400687 


Seq. ID 


LIB3431-036-P1-N1-B2 


Method 


BLASTX 


NCBI GI 


g3914466 


BLAST score 


369 


E value 


3.0e-35 


Match length 


67 


% identity 


99 



NCBI Description 



PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN 
(PSI-N) >gi_2981214 (AF052429) photosystem 
subunit precursor [Zea mays] 



PRECURSOR 

I complex PsaN 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



400688 

LIB3431-036-P1-N1-B3 

BLASTX 

g2072555 

237 



51332 



E value 
Match length 
% identity 
NCBI Description 



1.0e-19 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



pes 

b 

n 



Seq. No. 


400689 


Seq. ID 


LIB3431-036-P1-N1-B4 


Method 


BLASTX 


NCBI GI 


g2306981 


BLAST score 


236 


E value 


1.0e-19 


Match length 


52 


% identity 


87 


NCBI Description 


(AF010321) photosystem I antenna protein [Oryza 


Seq. No. 


400690 


Seq. ID 


LIB3431-036-P1-N1-B5 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


443 


E value 


7.0e-44 


Match length 


80 


% identity 


100 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

400691 

LIB3431-036-P1-N1-B6 

BLASTX 

g4760553 

429 

3.0e-42 

82 

95 

(AB019533) Nad-dependent formate dehydrogenase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400692 

LIB3431-036-P1-N1-B7 

BLASTX 

gll5794 

550 

2.0e-56 

111 

94 

CHLOROPHYLL A-B BINDING PROTEIN 13 PRECURSOR (LHCII TYPE 

III CAB- 13) >gi_72748_pir CDT033 chlorophyll a/b-binding 

protein type III precursor (cab-13) - tomato 



51333 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_19277_emb_CAA42818_ (X60275) LHCII type III 
[Lycopersicon esculentum] 

400693 

LIB3431-036-P1-N1-B9 

BLASTX 

gll5787 

501 

1.0e-50 

97 

99 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_824 61_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400694 

LIB3431-036-P1-N1-C1 

BLASTN 

gl835730 

197 

1.0e-106 

277 

93 

Oryza sativa photosystem II 10 kDa polypeptide mRNA, 
complete cds 



Seq. No. 


400695 


Seq. ID 


LIB3431-036- 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


190 


E value 


3.0e-14 


Match length 


71 


% identity 


55 


NCBI Description 

'•' 


(AF061577) i 


Seq. No. 


400696 


Seq. ID 


LIB3431-036- 


Method 


BLASTX 


NCBI GI 


gll5813 


BLAST score 


209 


E value 


2.0e-16 


Match length 


69 


% identity 


67 


NCBI Description 


CHLOROPHYLL 




CAB-8) >gi : 



chlorophyll a/b-binding protein [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value- 
Match length 



400697 

LIB3431-036-P1-N1-C5 

BLASTX 

gll9784 

312 

2.0e-28 
62 



51334 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



92 

3-OXOACYL-[ACYL-CARRIER-PROTEIN] SYNTHASE I PRECURSOR 
( BETA-KETOACYL-ACP SYNTHASE I) (KAS I) 

>gi_100555_pir A39356 3-oxoacyl- [acyl-carrier-protein] 

synthase (EC 2.3.1.41) I beta chain precursor, chloroplast 
- barley >gi_167065 (M60410) beta-ketoacyl-ACP synthase I 
[Hordeum vulgare] 

400698 

LIB3431-036-P1-N1-C9 

BLASTX 

g2511594 

326 

4.0e-30 

95 

66 

(Y13694) multicatalytic endopeptidase complex, proteasome 
precursor, beta subunit [Arabidopsis thaliana] 
>gi_2827525_emb_CAA16533.1_ (AL021633) multicatalytic 
endopeptidase complex, proteasome precursor, beta subunit 
[Arabidopsis thaliana] >gi_3421099 (AF043529) 20S 
proteasome subunit PBA1 [Arabidopsis thaliana] 



Seq. No. 


400699 


Seq. ID 


LIB3431-036-P1-N1-D1 


Method 


BLASTX 


NCBI GI 


g4105561 


BLAST score 


391 


E value 


9.0e-38 


Match length 


85 


% identity 


88 


NCBI Description 


(AF047444 ) ribulose-5-phosphate-3-epimerase 


Seq. No. 


400700 


Seq. ID 


LIB3431-036-P1-N1-D10 


Method 


BLASTX 


NCBI GI 


g3036942 


BLAST score 


363 


E value 


2.0e-34 


Match length 


71 


% identity 


97 


NCBI Description 


(AB012636) light harvesting chlorophyll a/b 




[Nicotiana sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400701 

LIB3431-036-P1-N1-D11 

BLASTX 

g482311 

428 

4.0e-42 

86 

99 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 



Seq. No. 



400702 



51335 



o 

01 
(A? 

O 



P 

Q 



Seq. ID 


LIB3431-036-P1-N1-D4 


Method 


BLASTX 


NPRT (IT 


a2529682 


BLAST score 


202 


E value 


1.0e-15 


Match length 


104 


% identity 


38 


NCBI Description 


(AC002535) unknown protein 


Seq. No. 


400703 


Seq. ID 


LIB3431-036-P1-N1-D7 


Method 


BLASTX 


NCBI GI 


g3789954 




181 

J. O -L 


E value 


4.0e-13 


Match length 


32 


% identity 


100 


NCBI Description 


(AF094776) chlorophyll a/b- 




sativa] 


Seq. No. 


400704 


Seq. ID 


LIB3431-036-P1-N1-D8 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


405 


E value 


1.0e-39 


Match length 


78 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



97 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
400705 

LIB3431-036-P1-N1-E1 

BLASTX 

g3036946 

321 

1.0e-29 

63 

97 

(AB012637) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

400706 

LIB3431-036-P1-N1-E11 

BLASTX 

g6006310 

454 

4.0e-45 

86 

100 

(AB018443) nonphototrophic hypocotyl lb [Oryza sativa] 
400707 

LIB3431-036-P1-N1-E2 

BLASTX 

g4966372 

277 

2.0e-24 



51336 



Match length 


83 


% identity 


67 


NCBI Description 


(AC006341) ESTs gb_N38586 and gb_N38613 come from this 




gene. [Arabidopsis thaliana] 


Seq. No. 


400708 


Seq. ID 


LIB3431-036-P1-N1-E5 


Method 


BLASTX 






BLAST score 


205 


E value 


6.0e-16 


Match length 


75 


% identity 


48 


NCBI Description 


(AF058919) No definition line found [Arabidopsis thaliana] 


Seq. No. 


400709 


Seq. ID 


LIB3431-036-P1-N1-E8 


Method 


BLASTX 


NTPRT (IT 


a3461848 


BLAST score 


210 


E value 


1.0e-16 


Match length 


75 


% identity 


64 


NCBI Description 


(AC005315) putative ATPase [Arabidopsis thaliana] 


Seq. No. 


400710 


Seq. ID 


LIB3431-036-P1-N1-F1 


Method 


BLASTX 


NCBI GI 


gl071913 


BLAST score 


365 


E value 




Match length 


103 


% identity 


70 


NCBI Description 


cysteine synthase (EC 4.2.99.8) C precursor, mitochondrial 




- spinach >gi_1066153_dbj_BAA07177_ (D37963) cysteine 




synthase [Spinacia oleracea] 


Seq. No. 


400711 


Seq. ID 


LIB3431-036-P1-N1-F10 


Method 


BLASTX 


NCBI GI 


g461595 


BLAST score 


220 


E value 


9.0e-18 


\A ~l 4~ /'-i V*l 1 r^v T*k /T 4" 

riaucn lengLii 


j 0 


% identity 


49 


NCBI Description 


ATP SYNTHASE B' CHAIN PRECURSOR (SUBUNIT II) 


>gi 479533 pir S34473 H+-transporting ATP synthase (EC 




3.6.1.34) chain 9 - spinach >gi_394755_emb_CAA50520_ 




(X71397) CF(o)II ATP synthase subunit 9 [Spinacia oleracea; 


Seq. No. 


400712 


Seq. ID 


LIB3431-036-P1-N1-F11 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 


E value 


1.0e-19 


Match length 


44 



51337 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

400713 

LIB3431-036-P1-N1-F3 

BLASTX 

g482311 

302 

2.0e-27 

60 

100 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 



T 

i 



p 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



400714 

LIB3431-036-P1-N1-F4 

BLASTX 

g3789952 

273 

6.0e-24 

52 

100 

(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 

400715 

LIB3431-036-P1-N1-F5 

BLASTN 

g2662340 

71 

1.0e-31 

215 

83 

Oryza sativa mRNA for EF-1 alpha, complete cds 
400716 

LIB3431-036-P1-N1-F6 

BLASTX 

g2500724 

182 

3.0e-13 

39 

87 

PREPROTEIN TRANSLOCASE SECA SUBUNIT PRECURSOR 

>gi_2129894_pir S72453 secA protein precursor - garden pea 

>gi_1122325_emb_CAA577 98_ (X82404) chloroplast SecA protein 
[Pisum sativum] 

400717 

LIB3431-036-P1-N1-F8 

BLASTX 

g671740 

382 

1.0e-36 



51338 



pi 



y* 

s 



O 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



70 
99 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 

400718 

LIB3431-036-P1-N1-F9 

BLASTX 

g4314378 

175 

2.0e-12 

57 

60 

(AC006232) putative lipase [Arabidopsis thaliana] 
>gi_5306262_gb_AAD41994.1_AC006233_5 (AC006233) putative 
lipase [Arabidopsis thaliana] 

400719 

LIB3431-036-P1-N1-G10 

BLASTX 

g2072555 

237 

1.0e-19 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

400720 

LIB3431-036-P1-N1-G4 

BLASTX 

g4079798 

354 

2.0e-33 

68 

100 

(AF052203) 
sativa] 



23 kDa polypeptide of photosystem II [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



400721 

LIB3431-036-P1-N1-G5 

BLASTX 

g3126854 

520 

6.0e-53 

99 

98 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
400722 

LIB3431-036-P1-N1-G6 

BLASTX 

g3378650 

335 

3.0e-31 
95 



51339 



% identity 

NCBI Description 



66 

(X97606) abscisic acid activated [Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400723 

LIB3431-036-P1-N1-G7 

BLASTX 

g2695931 

504 

5.0e-51 

106 

89 

(AJ222779) hypothetical protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400724 

LIB3431-036-P1-N1-G9 

BLASTX 

g6063542 

390 

1.0e-37 

71 

100 

(AP000615) EST C74302 (E30840) corresponds to a region of 
the predicted gene.; similar to glyceraldehyde-3-phosphate 
dehydrogenase. (M64118) [Oryza sativa] 

400725 

LIB3431-036-P1-N1-H11 

BLASTX 

gll5774 

189 

4.0e-14 

65 

57 

CHLOROPHYLL A-B BINDING PROTEIN 13 PRECURSOR (LHCII TYPE I 

CAB-13) (LHCP) >gi_72731_pir CDPJ13 chlorophyll 

a/b-binding protein 13 precursor - petunia 
>gi_20471_emb_CAA26210_ (X02357) cab 13 precursor 
polypeptide (aa -33 to 233) [Petunia sp.] 



Seq. No. 


400726 


Seq. ID 


LIB3431- 


Method 


BLASTX 


NCBI GI 


g552740 


BLAST score 


197 


E value 


2.0e-15 


Match length 


56 


% identity 


75 


NCBI Description 


(M17841) 


Seq. No. 


400727 


Seq. ID 


LIB3431- 


Method 


BLASTX 


NCBI GI 


g6016428 


BLAST score 


301 


E value 


3.0e-27 


Match length 


63 


% identity 


83 



51340 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PUTATIVE CASEIN KINASE II BETA- 4 CHAIN (CK II) >gi_3341688 
(AC003672) putative casein kinase II beta subunit 
[Arabidopsis thaliana] 

400728 

LIB3431-036-P1-N1-H3 

BLASTX 

g2582822 

393 

5.0e-38 

83 

86 

(Y09987) CDSP32 protein (Chloroplast Drought-induced Stress 
Protein of 32kDa) [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400729 

LIB3431-036-P1-N1-H4 

BLASTX 

g3126854 

287 

1.0e-25 

54 

100 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 



400730 

LIB3431-036-P1-N1-H5 
BLASTX 



NCBI GI 


g3789954 


BLAST score 


431 


E value 


2.0e-42 


Match length 


81 


% identity 


98 


NCBI Description 


(AF094776) chlorophyll a/b-] 




sativa] 


Seq. No. 


400731 


Seq. ID 


LIB3431-036-P1-N1-H6 


Method 


BLASTN 


NCBI GI 


g902200 


BLAST score 


44 


E value 


4.0e-16 


Match length 


48 


% identity 


49 


NCBI Description 


Z.mays complete chloroplast 


Seq. No. 


400732 


Seq. ID 


LIB3431-036-P1-N1-H7 


Method 


BLASTX 


NCBI GI 


g606817 


BLAST score 


491 


E value 


2.0e-49 


Match length 


92 


% identity 


100 


NCBI Description 


(U08404) carbonic anhydrase 



>gi_5917783_gb_AAD56038.1_AF182806_l 
anhydrase 3 [Oryza sativa] 



(AF182806) carbonic 



51341 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400733 

LIB3431-036-P1-N1-H8 

BLASTX 

g548605 

473 

2.0e-47 

113 

85 

PHOTOSYSTEM I REACTION CENTRE 
(LIGHT-HARVESTING COMPLEX I 7 



SUBUNIT X PRECURSOR 
KD PROTEIN) (PSI-K) 



>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 



U 

.SSI. 

m 



U 



Seq. No. 


400734 


Seq. ID 


LIB3431-037-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


g671740 


BLAST score 


471 


E value 


2.0e-47 


Match length 


89 


% identity 


97 


NCBI Description 


(X84730) ribulose-bisphosphate > 




construct ] 


Seq. No. 


400735 


Seq. ID 


LIB3431-037-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g5262946 


BLAST score 


661 


E value 


2.0e-69 


Match length 


149 


% identity 


79 


NCBI Description 


(Y19104) beta-alanine synthase 


Seq. No. 


400736 


Seq. ID 


LIB3431-037-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g2984709 


BLAST score 


154 


E value 


1.0e-12 


Match length 


105 


% identity 


49 


NCBI Description 


(AF0534 68) DnaJ-related protein 


Seq. No. 


400737 


Seq. ID 


LIB3431-037-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g4996105 


BLAST score 


386 


E value 


3.0e-37 


Match length 


93 


% identity 


76 


NCBI Description 


(AB014076) histidine decarboxyl; 


Seq. No. 


400738 



51342 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-037-P1-K1-A5 

BLASTX 

gl32105 

290 

1.0e-40 

138 

71 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400739 

LIB3431-037-P1-K1-A7 

BLASTX 

gl076724 

387 

2.0e-37 

74 

95 

LHCI-680, photosystem I antenna protein - barley 
>gi_666054_emb_CAA59049_ (X84308) LHCI-680, photosystem I 
antenna protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400740 

LIB3431-037-P1-K1-A8 

BLASTX 

g3914603 

735 

4.0e-78 

142 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACT I VASE) >gi_1778414 
(U74321) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase [Oryza sativa] 

400741 

LIB3431-037-P1-K1-B1 

BLASTX 

g482311 

320 

1.0e-29 

64 

100 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 



400742 

LIB3431-037-P1-K1-B10 
BLASTX 



51343 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl32105 
614 

6.0e-64 

132 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094 jpir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



o 

Q 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400743 

LIB3431-037-P1-K1-B12 

BLASTX 

g3377815 

258 

3.0e-22 

76 

68 

(AF076275) similar to protein kinases 
score: 255.71) [Arabidopsis thaliana] 



(Pfam: pkinase . hmm, 



400744 

LIB3431-037-P1-K1-B2 

BLASTX 

gll5787 

558 

2.0e-57 

140 

81 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400745 

LIB3431-037-P1-K1-B3 

BLASTN 

g3885891 

129 

2.0e-66 

182 

99 

Oryza sativa photosystem-1 F subunit precursor (PSI-F) 
mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



400746 

LIB3431-037-P1-K1-B4 

BLASTX 

g3789954 

388 

2.0e-37 



51344 



Match length 

% identity 

NCBI Description 



73 
97 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
satival 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400747 

LIB3431-037-P1-K1-B5 

BLASTX 

g733454 

418 

5.0e-41 

84 

95 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

400748 

LIB3431-037-P1-K1-B7 

BLASTX 

gl00293 

320 

2.0e-29 

80 

40 

ribonucleoprotein A, 29K - wood tobacco 

>gi_19754_emb_CAA43427_ (X61113) 29kD A ribonucleoprotein 
[Nicotiana sylvestris] 

400749 

LIB3431-037-P1-K1-B9 

BLASTX 

g3913641 

442 

8.0e-44 

108 

82 

FRUCTOSE- 1, 6-BISPHOSPHATASE, 
(D-FRUCTOSE-1, 6 -BIS PHOSPHATE 
>gi_3041777_dbjJ3AA25423_ (AB007194) 
fructose-l, 6-bisphosphatase [Oryza sativa] 



CHLOROPLAST PRECURSOR 

1 - PHOS PHOHY DROLASE ) ( FBPAS E ) 



400750 

LIB3431-037-P1-K1-C10 

BLASTX 

g2191138 

148 

2.0e-09 

56 

46 

(AF007269) A_IG002N01 . 18 gene product [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



400751 

LIB3431-037-P1-K1-C12 

BLASTX 

gl617197 

148 



51345 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-09 

29 

90 

(Z72488) CP12 [Nicotiana tabacum] 
400752 

LIB3431-037-P1-K1-C3 

BLASTX 

g5042409 

425 

9.0e-42 

139 

61 

(AC006193) 
thaliana] 



Putative membrane related protein [Arabidopsis 



a 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



400753 

LIB3431-037-P1-K1-C4 

BLASTX 

g3776557 

389 

1.0e-37 

142 

51 

(AC005388) Contains similarity to gi_2924495 hypothetical 
protein Rvl920 from Mycobacterium tuberculosis genome 
gb_AL022020. [Arabidopsis thaliana] 

400754 

LIB3431-037-P1-K1-C6 

BLASTX 

g3885892 

284 

2.0e-35 

104 

72 

(AF093634) photosystem-1 F subunit precursor [Oryza sativa] 
400755 

LIB3431-037-P1-K1-C7 

BLASTX 

g5882720 

294 

2.0e-26 

99 

60 

(AC008263) Similar to gb_D86180 phosphoribosylanthranilate 
transferase from Pisum sativum and contains 2 PF_00168 C2 
(phospholipid binding) domains. ESTs gb_H76726, gb__T45544 
and gb_N96377 come from this gene. [Arab 

400756 

LIB3431-037-P1-K1-C8 

BLASTX 

g3345477 

506 

3.0e-51 



51346 



CP 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143 
70 

(AB016283) carbonic anhydrase [Oryza sativa] 
400757 

LIB3431-037-P1-K1-D1 

BLASTX 

g3789952 

490 

2.0e-49 

114 

86 

(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 

400758 

LIB3431-037-P1-K1-D10 

BLASTX 

gl32105 

631 

6.0e-66 

116 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj__BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

400759 

LIB3431-037-P1-K1-D11 

BLASTX 

gll5796 

785 

5.0e-84 

148 

98 

CHLOROPHYLL A-B BINDING PROTEIN PRECURSOR (LHCII TYPE I 
CAB) (LHCP) >gi_218174_dbj_BAA00537_ (D00642) type II 
light-harvesting chlorophyll a/b-binding protein [Oryza 
sativa] 

400760 

LIB3431-037-P1-K1-D12 

BLASTX 

gll5787 

557 

3.0e-57 

133 

84 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_824 61_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi 20182_emb_CAA32109_ 



51347 



(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



CP 

80 

Q 
3 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400761 

LIB3431-037-P1-K1-D5 

BLASTX 

g5734758 

321 

1.0e-29 

155 

41 

(AC007651) Similar to tuf telin-interacting protein 
[Arabidopsis thaliana] 

400762 

LIB3431-037-P1-K1-D6 

BLASTX 

g3335335 

190 

3.0e-14 

61 

62 

(AC004512) ESTs gb_F14113 and gb_T42122 come from this 
region. [Arabidopsis thaliana] 

400763 

LIB3431-037-P1-K1-D7 

BLASTX 

g3435096 

273 

6.0e-24 

101 

55 

(AF033587) SRZ21 [Arabidopsis thaliana] 
400764 

LIB3431-037-P1-K1-E1 

BLASTX 

gl653513 

158 

2.0e-10 

81 

41 

(D90914) hypothetical protein [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400765 

LIB3431-037-P1-K1-E10 

BLASTN 

g6015437 

35 

6.0e-10 

35 

100 

Homo sapiens PEX1 mRNA, complete cds 



Seq. No. 
Seq. ID 



400766 

LIB3431-037-P1-K1-E11 



51348 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl32105 

748 

1.0e-79 

157 

90 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

400767 

LIB3431-037-P1-K1-E12 

BLASTX 

g3894193 

152 

9.0e-10 

117 

38 

(AC005662) putative strictosidine synthase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400768 

LIB3431-037-P1-K1-E2 

BLASTN 

g3075487 

59 

2.0e-24 

187 

83 

Oryza sativa chlorophyll a/b-binding protein 
mRNA, complete cds . 



(RCABP69) 



400769 

LIB3431-037-P1-K1-E3 

BLASTN 

g2239152 

290 

1.0e-162 

306 

99 

0. sativa mRNA for putative T3/T7-like RNA polymerase, 
partial 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



400770 

LIB3431-037-P1-K1-E5 

BLASTX 

g!32105 

667 

4.0e-70 

142 

89 



51349 



NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase {EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400771 

LIB3431-037-P1-K1-E6 

BLASTX 

gl32105 

286 

2.0e-25 

118 

59 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400772 

LIB3431-037-P1-K1-E7 

BLASTX 

gl076724 

410 

5.0e-40 

78 

95 

LHCI-680, photosystem I antenna protein - barley 
>gi_66 1 6054_emb_CAA5904 9_ (X84308) LHCI-680, photosystem I 
antenna protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400773 

LIB3431-037-P1-K1-E8 

BLASTX 

g461999 

708 

6.0e-75 

154 

90 

ELONGATION FACTOR G, CHLOROPLAST PRECURSOR (EF-G) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



400774 

LIB3431-037-P1-K1-E9 

BLASTX 

gll8170 

429 

3.0e-42 
102 



51350 



% identity 

NCBI Description 



ssz. 



sips 

Q 

3 

JSC3, 

s 

□ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 

CYSTEINE PROTEINASE INHIBITOR- I (ORYZACYSTATIN-I ) 

>gi_82491_pir A28464 oryzacystatin - rice >gi_169784 

(J03469) oryzacystatin [Oryza sativa] >gi_169807 (M29259) 
oryzastatin [Oryza sativa] >gi_259137_bbs_120195 (S49967) 
oryzacystatin=cysteine protease inhibitor [Oryza=rice, 
Peptide, 102 aa] [Oryza] >gi_1280613 (U54702) oryzacystatin 
[Oryza sativa] 

400775 

LIB3431-037-P1-K1-F1 

BLASTX 

gl076724 

548 

3.0e-56 

102 

96 

LHCI-680, photosystem I antenna protein - barley 
>gi_666054_emb_CAA5904 9_ (X84308) LHCI-680, photosystem I 
antenna protein [Hordeum vulgare] 

400776 

LIB3431-037-P1-K1-F10 

BLASTX 

g2288969 

390 

1.0e-37 

118 

65 

(Y12862) glutathione transferase [Zea mays] 
400777 

LIB3431-037-P1-K1-F11 

BLASTX 

g4469020 

314 

9.0e-29 

72 

82 

(AL035602) putative protein (fragment) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400778 

LIB3431-037-P1-K1-F2 

BLASTX 

gll5787 

470 

4.0e-47 

126 

75 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 



400779 



51351 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-037-P1-K1-F3 

BLASTX 

gl706260 

768 

5.0e-82 

156 

89 

CYSTEINE PROTEINASE 1 PRECURSOR >gi_2118131_pir S59597 

cysteine proteinase 1 precursor - maize 

>gi_643597_dbj_BAA08244_ (D45402) cysteine proteinase [Zea 
mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400780 

LIB3431-037-P1-K1-F4 

BLAST N 

gll957 

467 

0.0e+00 

475 

100 

Rice complete chloroplast genome 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400781 

LIB3431-037-P1-K1-F6 

BLASTX 

g548605 

472 

3.0e-47 

125 

78 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 



Seq. No. 


400782 


Seq. ID 


LIB3431-037 


Method 


BLASTX 


NCBI GI 


g3738304 


BLAST score 


270 


E value 


1.0e-23 


Match length 


143 


% identity 


42 


NCBI Description 


(AC005309) 


Seq. No. 


400783 


•Seq. ID 


LIB3431-037 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 


E value 


1.0e-19 


Match length 


44 


% identity 


100 


NCBI Description 


(AF001396) : 




>gi 6103441 



-P1-K1-F7 



-K1-F8 



metallothionein-like protein [Oryza sativa] . 
_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



51352 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



400784 

LIB3431-037-P1-K1-F9 

BLASTX 

g417260 

421 

3.0e-41 

128 

66 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 

400785 

LIB3431-037-P1-K1-G10 

BLASTX 

g2347098 

448 

2.0e-44 

94 

86 

(U76845) ubiquitin-specific protease [Arabidopsis thaliana] 
>gi_4490742_emb_CAB38904 . 1_ (AL035708) ubiquitin-specific 
protease (AtUBP3) [Arabidopsis thaliana] 

400786 

LIB3431-037-P1-K1-G12 

BLASTX 

g2072555 

237 

1.0e-19 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

400787 

LIB3431-037-P1-K1-G2 

BLASTX 

g2501189 

520 

6.0e-53 

138 

76 

THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_213014 6_pir S61419 thiamine biosynthetic enzyme thil-1 

- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 

400788 

LIB34 31-037-P1-K1-G3 

BLASTX 

g2565436 

159 

1.0e-10 
99 



51353 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI" Description 



39 

(AF028842) DegP protease precursor [Arabidopsis thaliana] 
400789 

LIB3431-037-P1-K1-G5 

BLASTX 

gl708191 

428 

4.0e-42 

135 

55 

HEXOSE CARRIER PROTEIN HEX 6 >gi_467319 (L08188) hexose 
carrier protein [Ricinus communis] 

400790 

LIB3431-037-P1-K1-G7 

BLASTX 

g548603 

698 

2.0e-75 

148 

97 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_478404_pir JQ2247 photosystem I chain D precursor - 

barley >gi_167085 (M98254) PSI-D subunit [Hordeum vulgare] 



Seq. No. 


400791 


Seq. ID 


LIB3431-037-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g3603401 


BLAST score 


414 


E value 


2.0e-40 


Match length 


131 


% identity 


61 


NCBI Description 


(AF083333) cinnamyl- alcohol dehydrogenase [Medicago 


Seq. No. 


400792 


Seq. ID 


LIB3431-037-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g320618 


BLAST score 


546 


E value 


6.0e-56 


Match length 


123 


% identity 


85 


NCBI Description 


chlorophyll a/b-binding protein I precursor - rice 



>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

Seq. No. 400793 

Seq. ID LIB3431-037-P1-K1-H1 

Method BLASTX 

NCBI GI g3294467 

BLAST score 682 

E value 6.0e-72 



51354 



Match length 


148 


% identity 


89 


NCBI Description 


(U89341) phosphoglucomutase 1 [Zea mays] 


Seq. No. 


400794 


Seq. ID 


LIB3431-037-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


660 


E value 


5.0e-75 


Match length 


143 


% identity 


99 


NCBI Description 


(AF061577) chlorophyll a/b binding protein [Oryza sativa] 


Seq. No. 


400795 


Seq. ID 


LIB3431-037-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g733454 


BLAST score 


569 


E value 


1.0e-58 


Match length 


131 


% identity 


82 


NCBI Description 


(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 




[Zea mays] 


Seq. No. 


- 

400796 


Seq. ID 


LIB3431-037-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


gl31388 


BLAST score 


294 


E value 


1.0e-26 


Match length 


115 


% identity 


61 


NCBI Description 


OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 



SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_100831_pir S16260 

photosystem II oxygen-evolving complex protein 1 - common 
wheat x Sanduri wheat >gi_21844_emb_CAA4 0670_ (X57408) 
33kDa oxygen' evolving protein of photosystem II [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400797 

LIB3431-037-P1-K1-H4 

BLASTX 

gl561774 

733 

7.0e-78 

161 

81 

(U67426) malate dehydrogenase [Vitis vinifera] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



400798 

LIB3431-037-P1-K1-H7 

BLASTX 

g548605 

485 

6.0e-54 



51355 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



133 
87 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 

400799 

LIB3431-037-P1-K1-H8 

BLASTX 

g3757515 

536 

8.0e-55 

130 

75 

(AC005167) hypothetical protein [Arabidopsis thaliana] 
>gi_4581130_gb_AAD24620.1_AC005825_27 (AC005825) 
hypothetical protein [Arabidopsis thaliana] 

400800 

LIB3431-037-P1-K1-H9 

BLASTX 

gl32105 

604 

9.0e-63 

130 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400801 

LIB3431-037-P1-N1-A1 

BLASTX 

g347451 

202 

8.0e-16 

38 

100 

(L22155) 
sativa] 



ribulose 1, 5-bisphosphate carboxylase [Oryza 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



400802 

LIB3431-037-P1-N1-A12 

BLASTN 

gll957 

168 

3.0e-89 

284 

45 



51356 



NCBI Description 



Rice complete chloroplast genome 



01 

yd 



La 



2 
o 

o 



Seq. No. 


400803 


Seq. ID 


LIB3431-037-P1-N1-A4 


Method 


BLASTX 


NCBI GI 


g4996105 


BLAST score 


316 


E value 


5. Oe-29 


Match length 


77 


% identity 


73 


NCBI Description 


(AB014076) histidine 


Seq. No. 


400804 


Seq. ID 


LIB3431-037-P1-N1-A5 


Method 


BLASTX 


NCBI GI 


g671740 


BLAST score 


336 


E value 


3.0e-31 


Match length 


84 


% identity 


80 


NCBI Description 


( X8 4 7 3 0 ) ribulose-bi: 




construct] 


Seq. No. 


a r\ f\ r\ f\ r* 

400805 


Seq. ID 


LIB3431-037-P1-N1-A8 


Method 


BLASTX 


NCBI GI 


gl67097 


BLAST score 


151 


E value 


7 .Oe-22 


Match length 


70 


% identity 


79 


NCBI Description 


(M55449) ribulose 1,1 




[Hordeum vulgare] 


Seq. No. 


40UoUd 


Seq. ID 


LIB3431-037-P1-N1-B1 


Method 


BLASTX 


NCBI GI 


g482311 


BLAST score 


320 


E value 


2.0e-29 


Match length 


64 


% identity 


100 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 

400807 

LIB3431-037-P1-N1-B10 

BLASTX 

gl32105 

397 

2.0e-38 

72 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 



51357 



to 



5 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

400808 

LIB3431-037-P1-N1-B2 

BLASTX 

g693920 

374 

9.0e-36 

71 

100 

(U21113) chlorophyll a/b binding protein [Solanum 
tuberosum] 

400809 

LIB3431-037-P1-N1-B3 

BLASTN 

g3885891 

262 

1.0e-145 

330 

95 

Oryza sativa photosystem-1 F subunit precursor (PSI-F) 
mRNA, complete cds 

400810 

LIB3431-037-P1-N1-B5 

BLASTX 

g733454 

397 

1.0e-38 

84 

92 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

400811 

LIB3431-037-P1-N1-C10 

BLASTX 

g2191138 

253 

1.0e-21 

73 

70 

(AF007269) A_IG002N01 . 18 gene product [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



400812 

LIB3431-037-P1-N1-C3 

BLASTX 

g5042409 

147 

4.0e-09 



51358 



Match length 


41 


% identity 


66 


NCBI Description 


(AC006193) Putative membrane related protein [Arabidopsis 




thaliana] 


Seq. No. 


400813 


Seq. ID 


LIB3431.-037-P1-N1-C6 


Method 


BLASTX 


NCBI GI 


g3885892 


BLAST score 


471 


E value 


4 . Oe-47 


Match length 


89 


% identity 


100 


NCBI Description 


(AF093634) photosystem-1 F subunit precursor [Oryza sativa] 


Seq. No. 


400814 


Seq. ID 


LIB3431-037-P1-N1-C8 


Method 


BLASTX 


NCBI GI 


g3345477 


BLAST score 


182 


E value 


2.0e-13 


Match length 


34 


% identity 


97 


NCBI Description 


(AB016283) carbonic anhydrase [Oryza sativa] 


Seq. No. 


400815 


Seq. ID 


LIB3431-037-P1-N1-C9 


Method 


BLASTX 


NCBI GI 


g3885886 


BLAST score 


199 


E value 


3.0e-15 


Match length 


35 


% identity 


100 


NCBI Description 


(AF093631) Rieske Fe-S precursor protein [Oryza sativa] 


Seq. No. 


400816 


Seq. ID 


LIB3431-037-P1-N1-D1 


Method 


BLASTX 


NCBI GI 


g3789952 


BLAST score 


203 


E value 


1.0e-15 


Match length 


37 


% identity 


100 


NCBI Description 


(AF094775) chlorophyll a/b-binding protein presursor [Oryza 




sativa] 


Seq. No. 


400817 


Seq. ID 


LIB3431-037-P1-N1-D10 


Method 


BLASTX 


NCBI GI 


g671740 


BLAST score 


263 


E value 


9.0e-23 


Match length 


51 


% identity 


100 


NCBI Description 


(X84730) ribulose-bisphosphate carboxylase [synthetic 




construct] 




51359 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400818 

LIB3431-037-P1-N1-D11 

BLASTX 

g3126854 

345 

2.0e-32 

65 

100 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
400819 

LIB3431-037-P1-N1-D12 

BLASTX 

g3036942 

216 

2.0e-17 

45 

89 

(AB012636) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

400820 

LIB3431-037-P1-N1-D3 

BLASTN 

g342643 

34 

2.0e-09 

106 

83 

Maize mitochondrion with chloroplast insert containing 
rRNAs 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400821 

LIB3431-037-P1-N1-D8 

BLASTX 

g2501190 

202 

1.0e-15 

60 

72 

THIAMINE BIOSYNTHETIC ENZYME 1-2 PRECURSOR 

>gi_2130147_pir S61420 thiamine biosynthetic enzyme thil-2 

- maize >gi_596080 (U17351) thiamine biosynthetic enzyme 
[Zea mays] 

400822 

LIB3431-037-P1-N1-E11 

BLASTX 

gl32105 

443 

7.0e-44 

80 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094 jpir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 



51360 



(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400823 

LIB3431-037-P1-N1-E2 

BLASTN 

g3075487 

60 

5.0e-25 

92 

91 

Oryza sativa chlorophyll a/b-binding protein (RCABP69) 
mRNA, complete cds 



CO 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400824 

LIB3431-037-P1-N1-E5 

BLASTX 

g671740 

637 

1.0e-66 

117 
100 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



ft 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400825 

LIB3431-037-P1-N1-E6 

BLASTX 

g671740 

4 62 

4.0e-46 

84 

100 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400826 

LIB3431-037-P1-N1-E7 

BLASTX 

gl076724 

405 

2.0e-39 

78 

94 

LHCI-680, photosystem I 
>gi_ 666054 _emb_CAA5 9 0 4 9_ 



antenna protein - barley 
(X84308) LHCI-680, photosystem I 



antenna protein [Hordeum vulgare] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



400827 

LIB3431-037-P1-N1-E8 

BLASTX 

g461999 

169 

6.0e-12 



51361 



Match length 

% identity 

NCBI Description 



44 

75 

ELONGATION FACTOR G, CHLOROPLAST PRECURSOR (EF-G) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400828 

LIB3431-037-P1-N1-F1 

BLASTX 

g2306981 

342 

5.0e-32 

87 

72 

(AF010321) photosystem I antenna protein [Oryza sativa] 



o 
u 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400829 

LIB3431-037-P1-N1-F10 

BLASTX 

g2288969 

281 

7.0e-25 

127 

47 

(Y12862) glutathione transferase [Zea mays] 
400830 

LIB3431-037-P1-N1-F11 

BLASTX 

g4469020 

258 

3.0e-22 

59 

83 

(AL035602) putative protein (fragment) [Arabidopsis 
thaliana] 

400831 

LIB3431-037-P1-N1-F2 

BLAST N 

g20181 

87 

4.0e-41 

167 

88 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 

400832 

LIB3431-037-P1-N1-F3 

BLASTX 

gl706260 

442 

9.0e-44 

82 

95 

CYSTEINE PROTEINASE 1 PRECURSOR >gi_2118131_pir S59597 

cysteine proteinase 1 precursor - maize 

>gi_643597_dbj_BAA08244_ (D45402) cysteine proteinase [Zea 
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mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400833 

LIB3431-037-P1-N1-F4 

BLASTX 

gl28690 

533 

2.0e-54 

120 

88 

NADH-PLASTOQUINONE OXIDOREDUCTASE CHAIN 3, CHLOROPLAST 

>gi_66161_pir DERZN3 NADH dehydrogenase (ubiquinone) (EC 

1.6.5.3) chain 3 - rice chloroplast >gi_1198 9_emb_CAA34001_ 
(X15901) ndhC; NADH dehydrogenase ND3 [Oryza sativa] 

>gi_226610_prf 1603356AG NADH dehydrogenase ND3 [Oryza 

sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400834 

LIB3431-037-P1-N1-F5 

BLASTX 

gl31176 

333 

6.0e-31 

65 

97 

PHOTOS YSTEM I REACTION CENTRE SUBUNIT IV PRECURSOR 
(PHOTOSYSTEM I 10.8 KD POLYPEPTIDE) (PSI-E) 

>gi_72683_pir F1BH4 photosystem I chain IV precursor - 

barley >gi_19087_emb_CAA68782_ (Y00966) psa2 preprotein (AA 

-46 to 101) [Hordeum vulgare] >gi_22 6163_prf 1413233A 

10.8kD photosystem I protein [Hordeum vulgare var. 
distichum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400835 

LIB3431-037-P1-N1-F6 

BLASTX 

g548605 

277 

2.0e-24 

59 

90 

PHOTOSYSTEM I REACTION CENTRE 
(LIGHT-HARVESTING COMPLEX I 7 



SUBUNIT X PRECURSOR 
KD PROTEIN) (PSI-K) 



>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400836 

LIB3431-037-P1-N1-F8 

BLASTX 

g2072555 

237 

1.0e-19 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
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protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400837 

LIB3431-037-P1-N1-F9 

BLASTX 

g417260 

400 

7.0e-39 

120 

68 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003j?ir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 



m 



La 

5 — 



Seq. No. 


400838 


Seq. ID 


LIB3431-037-P1-N1-G1 


Method 


BLASTN 


NCBI GI 


g2950394 


BLAST score 


35 


E value 


5.0e-10 


Match length 


51 


% identity 


92 


NCBI Description 


Zea mays me gene, exons 1 to 


Seq. No. 


400839 


Seq. ID 


LIB3431-037-P1-N1-G10 


Method 


BLASTX 


NCBI GI 


g2347098 


BLAST score 


245 


E value 


1.0e-20 


Match length 


52 


% identity 


85 


NCBI Description 


(U76845) ubiquitin-specif ic protease 



>gi_4490742_emb_CAB38904 . 1_ (AL035708) ubiquitin-specif ic 
protease (AtUBP3) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match .length 

% identity 

NCBI Description 



400840 

LIB3431-037-P1-N1-G12 

BLASTN 

g2072554 

220 

1.0e-120 

243 

98 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400841 

LIB3431-037-P1-N1-G2 

BLASTN 

g596079 

44 

2.0e-15 

76 

89 

Zea mays thiamine biosynthetic enzyme (thil-2) mRNA, 
complete .cds 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400842 

LIB3431-037-P1-N1-G3 

BLASTX 

g2565436 

158 

2.0e-10 

91 

40 

(AF028842) DegP protease precursor [Arabidopsis thaliana] 
400843 

LIB3431-037-P1-N1-G5 

BLASTX 

gl708191 

396 

2.0e-38 

104 

68 

HEXOSE CARRIER PROTEIN HEX 6 >gi_467319 (L08188) hexose 
carrier protein [Ricinus communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400844 

LIB3431-037-P1-N1-G7 

BLASTX 

g548603 

565 

3.0e-58 

110 

97 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_478404_jpir JQ2247 photosystem I chain D precursor - 

barley >gi_167085 (M98254) PSI-D subunit [Hordeum vulgare] 

400845 

LIB3431-037-P1-N1-G8 

BLASTX 

gll68732 

289 

8.0e-26 

128 

49 

CINNAMYL-ALCOHOL DEHYDROGENASE (CAD) >gi_421914_pir S28045 

ELI3 protein - parsley (fragment) >gi_836638_emb_CAA4 8028_ 
(X67817) Eli3 [ Petroselinum crispum] 

400846 

LIB3431-037-P1-N1-G9 

BLASTX 

gl!5787 

513 

4.0e-52 

98 

100 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 
CAB-2) (LHCP) >gi_82461j?ir S03706 chlorophyll a/b-binding 
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protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 


400847 


Seq. ID 


LIB3431-037-P1-N1-H1 


Method 


BLASTX 


NCBI GI 


g3294467 


BLAST score 


369 


E value 


3.0e-35 


Match length 


78 


% identity 


95 


NCBI Description 


(U89341) phosphoglucomutase 1 [Zea mays] 


Seq. No. 


400848 


Seq. ID 


LIB3431-037-P1-N1-H10 


Method 


BLASTX 


NCBI GI 


g517500 


BLAST score 


190 


E value 


5.0e-23 


Match length 


94 


% identity 


68 


NCBI Description 


(M87435) precursor of the oxygen evolving 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



protein [Zea mays] >gi_444338_prf 1906386A photosystem II 

OE17 protein [Pisum sativum] 

400849 

LIB3431-037-P1-N1-H11 

BLASTX 

g3126854 

415 

1.0e-40 

79 

99 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
400850 

LIB3431-037-P1-N1-H12 

BLASTX 

g733454 

402 

3.0e-39 

81 

95 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

400851 

LIB3431-037-P1-N1-H3 

BLASTX 

g482311 

374 

8.0e-36 

74 

100 

photosystem II oxygen-evolving complex protein 1 - rice 
(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 
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complex protein 1 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400852 

LIB3431-037-P1-N1-H4 

BLASTX 

gl708924 

252 

2.0e-21 

54 

87 

MALATE OXIDOREDUCTASE (MALIC ENZYME) (ME) (NADP-DEPENDENT 
MALIC ENZYME) (NADP-ME) >gi_515759 (L34836) malate 
dehydrogenase (NADP+) [Vitis vinifera] 

400853 

LIB3431-037-P1-N1-H5 

BLASTX 

g671740 

202 " 

1.0e-15 

38 

100 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400854 

LIB3431-037-P1-N1-H6 

BLASTX 

g4206195 

213 

5.0e-17 

54 

67 

(AF071527) hypothetical protein [Arabidopsis thaliana] 
>gi_4262169_gb_AAD144 69_ (AC005275) hypothetical protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



400855 

LIB3431-037-P1-N1-H7 

BLASTX 

g548605 

493 

8.0e-50 

109 

90 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 

400856 

LIB3431-037-P1-N1-H8 

BLASTX 

g3757515 

305 

8.0e-28 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. . ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



73 
77 

(AC005167) hypothetical protein [Arabidopsis thaliana] 
>gi_4581130_gb_AAD24620.1_AC005825_27 (AC005825) 
hypothetical protein [Arabidopsis thaliana] 

400857 

LIB3431-037-P1-N1-H9 

BLASTX 

g671740 

264 

5.0e-23 

53 

96 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 

400858 

LIB3431-038-P1-K1-A1 

BLASTX 

gl66410 

443 

6.0e-44 

118 

71 

(L07291) Alfin-1 [Medicago sativa] 
400859 

LIB3431-038-P1-K1-A10 

BLASTX 

g3075488 

634 

2.0e-66 

117 

100 

(AF058796) chlorophyll a/b-binding protein [Oryza sativa] 
400860 

LIB3431-038-P1-K1-A11 

BLASTX 

g3367596 

394 

3.0e-38 

121 

59 

(AL031135) putative protein [Arabidopsis thaliana] 
400861 

LIB3431-038-P1-K1-A12 

BLASTX 

g729535 

223 

4.0e-18 

76 

58 

FERREDOXIN-THIOREDOXIN REDUCTASE, CATALYTIC CHAIN PRECURSOR 
(FTR-C) (FERREDOXIN-THIOREDOXIN REDUCTASE SUBUNIT B) 



51368 



(FTR-B) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400862 

LIB3431-038-P1-K1-A2 

BLASTN 

g5852170 

79 

3.0e-36 

150 

34 

Oryza sativa indica (GLA4 ) 
clone:tl7804 



genomic DNA, chromosome 4, BAC 



Seq. No. 


400863 


Seq. ID 


LIB3431-038-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


g3548808 


BLAST score 


322 


E value 


8.0e-30 


Match length 


81 


% identity 


67 


NCBI Description 


(AC005313) unknown protein [Arabidopsis thaliana] 


Seq. No. 


400864 


Seq. ID 


LIB3431-038-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g5031281 


BLAST score 


274 


E value 


4.0e-24 


Match length 


71 


% identity 


75 


NCBI Description 


(AF139499) unknown [Prunus armeniaca] 


Seq. No. 


400865 


Seq. ID 


LIB3431-038-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g2293480 


BLAST score 


431 


E value 


2.0e-42 


Match length 


85 


% identity 


98 


NCBI Description 


(AF011331) glycine-rich protein [Oryza sativa] 


Seq. No. 


400866 


Seq. ID 


LIB3431-038-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


g282882 


BLAST score 


175 


E value 


2.0e-12 


Match length 


105 


% identity 


37 


NCBI Description 


receptor-like protein kinase precursor - Arabidopsis 



thaliana >gi_166848 (M84659) receptor-like protein kinase 
[Arabidopsis thaliana] 



Seq. No. 400867 

Seq. ID LIB3431-038-P1-K1-A8 



51369 



yl 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3822223 

444 

4.0e-44 

123 

61 

(AF077955) branched-chain alpha keto-acid dehydrogenase El 
alpha subunit [Arabidopsis thaliana] 

400868 

LIB3431-038-P1-K1-B1 

BLASTX 

g2293480 

431 

1.0e-42 

85 

98 

(AF011331) glycine-rich protein [Oryza sativa] 
400869 

LIB3431-038-P1-K1-B10 

BLASTX 

g4689384 

231 

4.0e-19 

43 

100 

(AF139467) LHCII type I chlorophyll a/b binding protein 
[Vigna radiata] 



s — E 
Sssf 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



400870 

LIB3431-038-P1-K1-B11 

BLASTX 

g5734748 

206 

4.0e-16 

129 

36 

(AC007651) Unknown protein [Arabidopsis thaliana] 
400871 

LIB3431-038-P1-K1-B3 

BLASTN 

g4959460 

35 

5.0e-10 

35 

100, 

Zea mays RACB small GTP binding protein mRNA, complete cds 
400872 

LIB3431-038-P1-K1-B4 

BLASTX 

g2501190 

602 

1.0e-62 
142 
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% identity 


85 


NCBI Description 


THIAMINE BIOSYNTHETIC ENZYME 1-2 PRECURSOR 




>gi 2130147_pir S61420 thiamine biosynthetic enzyme thil 




- maize >gi_596080 (U17351) thiamine biosynthetic enzyme 




[Zea mays] 


Seq. No. 


400873 


Seq. ID 


LIB3431-038-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


g448445 


BLAST score 


229 


E value 


7.0e-19 


Match length 


62 


% identity 


69 


NCBI Description 


CFO ATP synthase :SUBUNIT=9 [Spinacia oleracea] 


Seq. No. 


400874 


Seq. ID 


LIB3431-038-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


g710308 


BLAST score 


732 


E value 


8.0e-78 


Match length 


143 


% identity 


97 


NCBI Description 


(U11693) victorin binding protein [Avena sativa] 


Seq. No. 


400875 


Seq. ID 


LIB3431-038-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g400879 


BLAST score 


383 


E value 


6.0e-37 


Maf"ph 1 pnfTt~h 


135 


% identity 


60 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 




(PSI-N) >gi_479690_pir S35159 photosystem I chain psaN - 




barley >gi_19095_emb_CAA47056_ (X66428) photosystem I 




subunit N [Hordeum vulgare] 


Seq. No. 


400876 


Seq. ID 


LIB3431-038-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


g4115918 


BLAST score 


213 


E value 


6.0e-17 


Match length 


50 


% identity 


82 


NCBI Description 


(AF118222) similar to nascent polypeptide associated 




complex alpha chain [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



400877 

LIB3431-038-P1-K1-B9 

BLASTX 

gl32105 

759 

5.0e-81 
139 



51371 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

400878 

LIB3431-038-P1-K1-C10 

BLASTX 

gl67097 

188 

9.0e-27 

76 

82 

(M55449) ribulose 1, 5-bisphosphate carboxylase activase 
[Hordeum vulgare] 

400879 

LIB3431-038-P1-K1-C11 

BLASTX 

g4204263 

349 

6.0e-33 

113 

60 

(AC005223) 40409 [Arabidopsis thaliana] 
400880 

LIB3431-038-P1-K1-C12 

BLASTX 

g2072555 

237 

8.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

400881 

LIB3431-038-P1-K1-C2 

BLASTX 

g320618 

333 

4.0e-31 

92 

74 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 

type I light-harvesting 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400882 

LIB3431-038-P1-K1-C3 

BLASTX 

g733454 

191 

2.0e-14 

38 

97 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400883 

LIB3431-038-P1-K1-C4 

BLASTX 

g417260 

176 

7.0e-13 

38 

84 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA4 8706_ (X68807) 
light-regulated gene [Oryza sativa] 



Seq. No. 


400884 


Seq. ID 


LIB3431-038-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g3345477 


BLAST score 


508 


E value 


1.0e-51 


Match length 


135 


% identity 


73 


NCBI Description 


(AB016283) carbonic anhydras* 


Seq. No. 


400885 


Seq. ID 


LIB3431-038-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


g4678364 


BLAST score 


220 


E value 


8.0e-18 


Match length 


71 


% identity 


63 


NCBI Description 


(AL049659) putative protein 


Seq. No. 


400886 


Seq. ID 


LIB3431-038-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


gl30274 


BLAST score 


337 


E value 


1.0e-31 


Match length 


63 


% identity 


100 


NCBI Description 


PLASTOCYANIN >gi_82500_pir J 


Seq. No. 


400887 


Seq. ID 


LIB3431-038-P1-K1-D1 


Method 


BLASTX 



51373 



NCBI GI 


g4056488 


BLAST score 


477 


E value 


6.0e-48 


Match length 


105 


% identity 


76 


NCBI Description 


(AC005896) unknown pro J 


Seq. No. 


400888 


Seq. ID 


LIB3431-038-P1-K1-D10 


Method 


BLASTN 


NCBI GI 


g3063523 


BLAST score 


50 


E value 


6.0e-19 


Match length 


138 


% identity 


84 


NCBI Description 


Oryza sativa ribulose 




subunit mRNA, complete 


Seq. No. 


400889 


Seq. ID 


LIB34 31-038 -P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g3075488 


BLAST score 


483 


E value 


1.0e-48 


Match length 


93 


% identity 


100 


NCBI Description 


(AF0587 96) chlorophyll 


Seq. No. 


400890 


Seq. ID 


LIB3431-038-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


552 


E value 


9.0e-57 


Match length 


117 


% identity 


90 


NCBI Description 


RIBULOSE BISPHOSPHATE I 



BOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400891 

LIB3431-038-P1-K1-D2 

BLASTX 

g3914587 

254 

9.0e-22 

112 

50 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_107 6711_pir S4 9992 

ribulose-1, 5-bisphosphate carboxylase/oxygenase - Aegilops 



51374 



squarrosa >gi_599620_emb_CAA58150_ (X83095) rbcS gene 
[Aegilops squarrosa] 



m 



I s * 



Q 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400892 

LIB3431-038-P1-K1-D5 

BLASTX 

gl31225 

586 

1.0e-60 

144 

78 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M6114 6) photosystem I 
hydrophobic protein [Hordeum vulgare] 

400893 

LIB3431-038-P1-K1-D7 

BLASTX 

g4582445 

269 

2.0e-23 

64 

70 

(AC007071) unknown protein [Arabidopsis thaliana] 
>gi_4589952_gb_AAD26470.1_AC007169_2 (AC007169) unknown 
protein [Arabidopsis thaliana] 

400894 

LIB3431-038-P1-K1-D9 

BLASTX 

g2760334 

294 

2.0e-26 

76 

64 

(AC002130) F1N21.5 [Arabidopsis thaliana] 
400895 

LIB3431-038-P1-K1-E1 

BLASTX 

gl001532 

251 

2.0e-21 

93 

52 

(D64000) hypothetical protein [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400896 

LIB3431-038-P1-K1-E10 

BLASTX 

g82080 

638 

8.0e-67 

140 

81 

chlorophyll a/b-binding protein type III precursor - tomato 



51375 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

400897 

LIB3431-038-P1-K1-E11 

BLASTX 

gll5787 

580 

5.0e-60 

130 

88 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

400898 

LIB3431-038-P1-K1-E4 

BLASTX 

g3075488 

518 

9.0e-53 

117 

85 

(AF058796) chlorophyll a/b-binding protein [Oryza sativa] 
400899 

LIB3431-038-P1-K1-E5 

BLASTX 

gl617197 

304 

1.0e-27 

76 

76 

(Z72488) CP12 [Nicotiana tabacum] 
400900 

LIB3431-038-P1-K1-E6 

BLASTX 

g4544399 

597 

5.0e-62 

128 

84 

(AC007047) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400901 

LIB3431-038-P1-K1-E7 

BLASTX 

gl777312 

196 

5.0e-15 

122 

37 

(D30622) novel serine/threonine protein kinase [Arabidopsis 



51376 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400902 

LIB3431-038-P1-K1-E9 

BLASTX 

g542200 

431 

1.0e-42 

138 

55 

hypothetical protein - garden asparagus 
>gi_452714_emb_CAA54526_ (X77320) unknown [Asparagus 
officinalis] 



m 

xsst. 



gi 

O 
M 

b 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400903 

LIB3431-038-P1-K1-F1 

BLASTX 

gl32105 

591 

3.0e-61 

127 

87 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase {EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

400904 

LIB3431-038-P1-K1-F10 

BLASTX 

g224293 

409 

6.0e-40 

82 

100 

histone H4 [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400905 

LIB3431-038-P1-K1-F11 

BLASTX 

gl32105 

322 

4.0e-46 

110 

87 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 



51377 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

400906 

LIB3431-038-P1-K1-F2 

BLASTN 

g6015437 

35 

5.0e-10 

35 

100 

Homo sapiens PEX1 mRNA, complete cds 
400907 

LIB3431-038-P1-K1-F3 

BLASTX 

g2497903 

220 

8.0e-18 

59 

68 

METALLOTHIONEIN-LIKE PROTEIN TYPE 2 

>gi_1752831_dbj_BAA14038.1_ (D89931) metallothionein-like 
protein [Oryza sativa] >gi_1815628 (U43530) 
metallothionein-like type 2 [Oryza sativa] 

400908 

LIB3431-038-P1-K1-F4 

BLASTX 

g3928097 

213 

6.0e-17 
94 
47 

(AC005770) 
thaliana] 



unknown protein, 5 ' partial [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400909 

LIB3431-038-P1-K1-F5 

BLASTX 

g2407281 

653 

1.0e-68 

127 

94 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

400910 

LIB3431-038-P1-K1-F6 

BLASTX 

g548603 

407 

1.0e-39 

118 

71 

PHOTOS YSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
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(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_478404_pir JQ2247 photosystem I chain D precursor - 

barley >gi_167085 (M98254) PSI-D subunit [Hordeum vulgare] 



Seq. No. 


400911 


Seq. ID 


LIB3431-038-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


g5360953 


BLAST score 


519 


E value 


7.0e-53 


Match length 


137 


% identity 


79 


NCBI Description 


(AJ225059) v-ATPase subunit 


Seq. No. 


400912 


Seq. ID 


LIB3431-038-P1-K1-G1 


Method 


BLASTX 


NCBI GI 


gl362150 


BLAST score 


546 


E value 


5.0e-56 


Match length 


112 


% identity 


89 


NCBI Description 


hypothetical protein (clone 



D [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



'N3) - wild oat (fragment) 
>gi_726478 (U20000) putative ORF1 [Avena fatua] 

400913 

LIB3431-038-P1-K1-G11 

BLASTX 

g5734640 

550 

2.0e-56 

145 

81 

(AP000391) Similar to Arabidopsis thaliana chromosome II 
BAC F17K2 genomic sequence; hypothetical protein (AC003680) 
[Oryza sativa] 

400914 

LIB3431-038-P1-K1-G12 

BLASTX 

gl32105 

595 

9.0e-62 

128 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375j?rf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 
Seq. ID 



400915 

LIB3431-038-P1-K1-G2 



51379 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g6015437 

38 

8.0e-12 

38 

100 

Homo sapiens PEX1 mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400916 

LIB3431-038-P1-K1-G6 

BLASTX 

g3345477 

476 

8.0e-48 

137 

69 

(AB016283) carbonic anhydrase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400917 

LIB3431-038-P1-K1-G8 

BLASTX 

g733454 

604 

8.0e-63 

138 

83 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

400918 

LIB3431-038-P1-K1-H1 

BLASTX 

g3024440 

368 

3.0e-35 

77 

88 

PROTEASOME DELTA CHAIN PRECURSOR (MULT I CATALYTIC 
ENDOPEPTIDASE COMPLEX DELTA CHAIN) 

>gi_1743356_emb_CAA70699_ (Y09505) proteasome delta subunit 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



400919 

LIB3431-038-P1-K1-H11 

BLASTX 

gll70937 

760 

4.0e-81 

144 

100 

S-ADENOS YLMETH I ONI NE SYNTHETASE 1 (METHIONINE 
ADENO SYLT RAN SFE RASE 1) (ADOMET SYNTHETASE 1) 
>gi_45054 9_emb_CAA81481_ (Z26867) S-adenosyl methionine 
synthetase [Oryza sativa] 

400920 

LIB3431-038-P1-K1-H12 



51380 



r 5 " 



0 

5 

n 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2245109 

361 

2.0e-34 

117 

60 

(Z97343) 



carboxyl- terminal proteinase like protein 



[Arabidopsis thaliana] 
400921 

LIB3431-038-P1-K1-H2 

BLASTN 

g2062705 

36 

1.0e-10 

36 

100 

Human butyrophilin (BTF5) inRNA, complete cds 
400922 

LIB3431-038-P1-K1-H3 

BLASTX 

g3834310 

530 

4.0e-54 

103 

98 

(AC005679) Similar to Ubiquitin-conjugating enzyme E2-17 KD 
gb_D83004 from Homo sapiens. ESTs gb_T88233, gb_Z24464, 
gb_N37265, gb_H36151, gb_Z34711 / gb_AA040983, and gb_T22122 
come from this gene. [Arabidopsis thaliana] 

400923 

LIB3431-038-P1-K1-H4 

BLASTX 

gll5787 

745 

2.0e-79 

145 

99 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_824 61_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

400924 

LIB3431-038-P1-K1-H5 

BLASTX 

g4335761 

238 

7.0e-20 

142 

38 

(AC006284) unknown protein [Arabidopsis thaliana] 



Seq. No. 



400925 



51381 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-038-P1-K1-H6 

BLASTX 

gl32105 

591 

3.0e-61 

127 

87 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400926 

LIB3431-038-P1-K1-H7 

BLASTN 

gl245938 

36 

1.0e-10 

36 
100 

rabClC-2 beta=chloride channel C1C-2G isoform [rabbits, 
heart atrium, mRNA, 2998 nt] 



La 

o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400927 

LIB3431-038-P1-K1-H8 

BLASTX 

g5007084 

729 

2.0e-77 

137 

100 

(AF155333) 
sativa] 



NADP-specific isocitrate dehydrogenase [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400928 

LIB3431-038-P1-K1-H9 

BLASTX 

g6006363 

267 

3.0e-23 

50 

100 

(AP000559) ESTs AU078183 (C62904 ) ,C73912 (E21020) correspond 
to a region of the predicted gene.; Similar to water stress 
inducible protein (U74296) [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



400929 

LIB3431-038-P1-N1-A10 

BLASTX 

g3153151 

162 

5.0e-ll 



51382 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30 
100 

(AJ006296) chlorophyll a/b-binding protein [Hordeum 
vulgare] 

400930 

LIB3431-038-P1-N1-A12 

BLASTX 

g729535 

416 

9.0e-41 

80 

91 

FERREDOXIN-THIOREDOXIN REDUCTASE, CATALYTIC CHAIN PRECURSOR 
(FTR-C) (FERREDOXIN-THIOREDOXIN REDUCTASE SUBUNIT B) 
(FTR-B) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



400931 

LIB3431-038-P1-N1-A2 

BLASTX 

g6103011 



BLAST score 


394 


E value 


3.0e-38 


Match length 


84 


% identity 


48 


NCBI Description 


(X84225) precursor of photosystem II subunit (22KDa) 




[Nicotiana tabacum] 


Seq. No. 


400932 


Seq. ID 


LIB3431-038-P1-N1-A3 


Method 


BLASTX 


NCBI GI 


g3548808 


BLAST score 


244 


E value 


1.0e-20 


Match length 


69 


% identity 


64 


NCBI Description 


(AC005313) unknown protein [Arabidopsis thaliana] 


Seq. No. 


400933 


Seq. ID 


LIB3431-038-P1-N1-A4 


Method 


BLASTX 


NCBI GI 


g5031281 


BLAST score 


181 


E value 


3.0e-13 


Match length 


41 


% identity 


76 


NCBI Description 


(AF139499) unknown [Prunus armeniaca] 


Seq. No. 


400934 


Seq. ID 


LIB3431-038-P1-N1-A5 


Method 


BLASTN 


NCBI GI 


g2331130 


BLAST score 


129 


E value 


3.0e-66 


Match length 


181 


% identity 


93 


NCBI Description 


Oryza sativa glycine-rich protein (OSGRP1) mRNA, complete 



51383 



cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400935 

LIB3431-038-P1-N1-A8 

BLASTX 

g3822223 

323 

6.0e-30 

96 

56 

(AF077955) branched-chain alpha keto-acid dehydrogenase El 
alpha subunit [Arabidopsis thaliana] 



Seq. No. 


400936 


Seq. ID 


LIB3431-038-P1-N1-B1 


Method 


BLASTN 


NCBI GI 


g2331130 


BLAST score 


187 


E value 


1.0e-101 


Match length 


235 


% identity 


95 


NCBI Description 


Oryza sativa glycine-: 




cds 


Seq. No. 


400937 


Sea ID 


LIB3431-038-P1-N1-B10 


Method 


BLASTX 


NCBI GI 


g4689384 


BLAST score 


231 


E value 


4.0e-19 


Match length 


43 


% identity 


100 


NCBI Description 


(AF139467) LHCII type 




[Vigna radiata] 


Seq. No. 


400938 


Seq. ID 


LIB3431-038-P1-N1-B3 


Method 


BLASTX 


NCBI GI 


g3192019 


BLAST score 


146 


E value 


4.0e-09 


Match length 


50 


% identity 


52 


NCBI Description 


(AL023797) uridylate 


Seq. No. 


400939 


Seq. ID 


LIB3431-038-P1-N1-B4 


Method 


BLASTX 


NCBI GI 


g2501190 


BLAST score 


155 


E value 


4.0e-10 


Match length 


51 


% identity 


69 


NCBI Description 


THIAMINE BIOSYNTHETIC 



(OSGRP1) iriRNA, complete 



>gi_2130147_pir S61420 thiamine biosynthetic enzyme thil-2 

- maize >gi_596080 (U17351) thiamine biosynthetic enzyme 
[Zea mays] 



51384 



Seq. No. 


400940 


Seq. ID 


LIB3431-038-P1-N1-B5 


Method 


BLASTX 


NCBI GI 


g461595 


BLAST score 


188 


E value 


5.0e-14 


Match length 


98 


% identity 


44 


NCBI Description 


ATP SYNTHASE B f CHAIN PRECURSOR (SUBUNIT II) 




>gi 479533 pir S34473 H+-transporting ATP synthase (: 




3.6.1.34) chain 9 - spinach >gi_394755_emb_CAA50520_ 




(X71397) CF(o)II ATP synthase subunit 9 [Spinacia ole 


Seq. No. 


400941 


Seq. ID 


LIB3431-038-P1-N1-B6 


Method 


BLASTX 


NCBI GI 


g710308 


BLAST score 


338 


E value 


1.0e-31 


Match length 


63 


% identity 


95 


NCBI Description 


(U11693) victorin binding protein [Avena sativa] 


Seq. No. 


400942 


Seq. ID 


LIB3431-038-P1-N1-B8 


Method 


BLASTX 


NCBI GI 


gl658271 


BLAST score 


147 


E value 


2.0e-09 


Match length 


40 


% identity 


78 


NCBI Description 


(U74622) nascent polypeptide associated complex alpha 




[Nicotiana tabacum] 


Seq. No. 


400943 


Seq. ID 


LIB3431-038-P1-N1-B9 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


354 


E value 


2.0e-33 


Match length 


65 


% identity 


100 



NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



400944 

LIB3431-038-P1-N1-C1 

BLAST N 

gll957 



51385 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



319 

1.0e-179 

391 

98 

Rice complete chloroplast genome 
400945 

LIB3431-038-P1-N1-C10 

BLASTX 

gl67097 

151 

1.0e-21 

63 
86 

(M55449) ribulose 1, 5-bisphosphate carboxylase activase 
[Hordeum vulgare] 

400946 

LIB3431-038-P1-N1-C12 

BLASTN 

g2072554 

393 

0.0e+00 

393 

100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



400947 

LIB3431-038-P1-N1-C2 

BLASTX 

gll5787 

409 

6.0e-40 

77 

100 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

400948 

LIB3431-038-P1-N1-C3 

BLASTX 

g733454 

191 

2.0e-14 

38 

97 

(U23188) chlorophyll a/b-binding apoprotein CP2 6 precursor 
[Zea mays] 

400949 

LIB3431-038-P1-N1-C4 

BLASTX 

g417260 



51386 



01 

s 

I™) 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176 

7.0e-13 

38 

84 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 

400950 

LIB3431-038-P1-N1-C5 

BLASTX 

g3345477 

188 

4.0e-14 

34 

100 

(AB016283) carbonic anhydrase [Oryza sativa] 
400951 

LIB3431-038-P1-N1-C6 

BLASTX 

g4678364 

221 

7.0e-18 

91 

55 

(AL04 9659) putative protein [Arabidopsis thaliana] 
400952 

LIB3431-038-P1-N1-C9 

BLASTX 

gl30274 

4 92 

1.0e-49 

96 

98 

PLASTOCYANIN >gi_82500_pir_ 



S06105 plastocyanin - rice 



400953 

LIB3431-038-P1-N1-D10 

BLASTX 

g671740 

165 

2.0e-ll 

65 

54 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



400954 

LIB3431-038-P1-N1-D11 

BLASTX 

g3075488 

198 

3.0e-15 

44 

86 



51387 



NCBI Description 



(AF058796) chlorophyll a/b-binding protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400955 

LIB3431-038-P1-N1-D12 

BLASTX 

g347451 

197 

4.0e-15 

62 

63 

(L22155) 
sativa] 



ribulose 1, 5-bisphosphate carboxylase [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400956 

LIB3431-038-P1-N1-D2 

BLASTX 

g347451 

208 

2.0e-16 

48 

85 

(L22155) 
sativa] 



ribulose 1, 5-bisphosphate carboxylase [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400957 

LIB3431-038-P1-N1-D5 

BLASTX 

gl31225 

311 

2.0e-28 

81 

75 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 

400958 

LIB3431-038-P1-N1-D7 

BLASTX 

g4582445 

269 

1.0e-23 

64 

70 

(AC007071) unknown protein [Arabidopsis thaliana] 
>gi_4589952_gb_AAD26470.1_AC007169_2 (AC007169) unknown 
protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



400959 

LIB3431-038-P1-N1-E10 

BLASTX 

gll5813 

248 

4.0e-21 

56 

86 



51388 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB-8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

400960 

LIB3431-038-P1-N1-E11 

BLASTX 

g3036946 

287 

1.0e-25 

54 
100 

(AB012637) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400961 

LIB3431-038-P1-N1-E4 

BLASTX 

g3075488 

326 

3.0e-30 

63 

100 

(AF058796) chlorophyll a/b-binding protein [Oryza sativa] 
400962 

LIB3431-038-P1-N1-E5 

BLASTX 

gl617197 

244 

1.0e-20 

50 

90 

(Z72488) CP12 [Nicotiana tabacum] 
400963 

LIB3431-038-P1-N1-E7 

BLASTX 

g3256035 

195 

7.0e-15 

67 

55 

(Y14274) putative serine/threonine protein kinase [Sorghum 
bicolor] 

400964 

LIB3431-038-P1-N1-E9 

BLASTX 

g2586153 

179 

5.0e-13 

48 

65 

(AF001530) ripening-associated protein [Musa acuminata] 



Seq. No. 



400965 



51389 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-038-P1-N1-F1 

BLASTN 

g3063523 

192 

1.0e-103 

271 

93 

Oryza sativa ribulose 1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400966 

LIB3431-038-P1-N1-F10 

BLASTX 

g70772 

236 

9.0e-20 

60 

82 

histone H4 
pea 



wheat >gi_70773_pir HSPM4 histone H4 - garden 



400967 

LIB3431-038-P1-N1-F11 

BLASTX 

gl32105 

331 

8.0e-31 

62 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

400968 

LIB3431-038-P1-N1-F4 

BLASTX 

g3928097 

207 

3.0e-16 

66 

62 

(AC005770) unknown protein, 5' partial [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



400969 

LIB3431-038-P1-N1-F5 

BLASTX 

g347451 

197 

4.0e-15 
37 



51390 



■=7 " 
XML 
111 



5 

3 s 



% identity 


100 


NCBI Description 


(L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 




sativa] 


Seq. No. 


400970 


Seq. ID 


LIB3431-038-P1-N1-F6 


Method 


BLASTX 


NCBI GI 


g548603 


BLAST score 


535 


E value 


1, Oe-54 


Match length 


109 


% identity 


94 


NCBI Description 


PHOTOS YSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 




(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 




>gi 478404_pir JQ2247 photosystem I chain D precursor - 




barley >gi 167085 (M98254) PSI-D subunit [Hordeum vulgare] 


Seq. No. 


400971 


Seq. ID 


LIB3 4 31-038 -P1-N1-G1 


Method 


BLASTX 


NCBI GI 


gl362150 


BLAST score 


388 


E value 


2.0e-37 


Match length 


81 


% identity 


89 


NCBI Description 


hypothetical protein (clone AFN3) - wild oat (fragment) 




>gi_726478 (U20000) putative ORF1 [Avena fatua] 


Seq. No. 


400972 


Seq. ID 


LIB3431-038-P1-N1-G11 


Method 


BLASTN 


NCBI GI 


g5734616 


BLAST score 


397 


E value 


0.0e+00 


Match length 


409 


% identity 


99 


NCBI Description 


Oryza sativa genomic DNA, chromosome 6, clone: P0538C01 


Seq. No. 


400973 


Seq. ID 


LIB3431-038-P1-N1-G12 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


315 


E value 


6. Oe-29 


Match length 


60 


% identity 


98 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 




(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 




ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 




precursor (clone pOSSS1139) - rice >gi__218208_dbj_BAA00538_ 




(D00643) small subunit of ribulose-1, 5-bisphosphate 




carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 




ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 




sativa] >gi 226375 prf 1508256A ribulose bisphosphate 




carboxylase S [Oryza sativa] 


Seq. No. 


400974 



51391 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-038-P1-N1-G3 

BLASTN 

g3789951 

174 

6.0e-93 

407 

95 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400975 

LIB3431-038-P1-N1-G6 

BLASTX 

g3345477 

249 

3.0e-21 

47 

100 

(AB016283) carbonic anhydrase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400976 

LIB3431-038-P1-N1-G8 

BLASTX 

g733456 

352 

3.0e-33 

73 

95 

(U23189) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value ' 

Match length 

% identity 

NCBI Description 



400977 

LIB3431-038-P1-N1-H1 

BLASTX 

g2511594 

337 

2.0e-31 

84 

75 

(Y13694) multicatalytic endopeptidase complex, proteasome 
precursor, beta subunit [Arabidopsis thaliana] 
>gi_2827525_emb_CAA16533.1_ (AL021633) multicatalytic 
endopeptidase complex, proteasome precursor, beta subunit 
[Arabidopsis thaliana] >gi_3421099 (AF043529) 20S 
proteasome subunit PBA1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400978 

LIB3431-038-P1-N1-H11 

BLASTX 

gll70937 

290 

5.0e-26 

52 

100 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 



51392 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_45054 9_emb_CAA81481_ (Z26867) S-adenosyl methionine 
synthetase [Oryza sativa] 

400979 

LIB3431-038-P1-N1-H12 

BLASTX 

g5174741 

165 

2.0e-ll 

64 

52 

ubiquitin carboxyl-terminal esterase L3 (ubiquitin 
thiolesterase) >gi_136682_sp_P15374_UBL3_HUMAN UBIQUITIN 
CARBOXYL-TERMINAL HYDROLASE ISOZYME L3 (UCH-L3) (UBIQUITIN 

THIOLESTERASE L3) >gi_108014_pir A40085 ubiquitin 

carboxyl-terminal proteinase (EC 3.4.-.-) L3 - human 
>gi_2914274_pdb_lUCH_ Deubiquitinating Enzyme Uch-L3 
(Human) At 1.8 Angstrom Resolution >gi_340074 (M30496) 
ubiquitin carboxyl-terminal hydrolase [Homo sapiens] 

400980 

LIB3431-038-P1-N1-H3 

BLASTX 

g5381319 

271 

9.0e-24 

55 

95 

(AF091621) ubiquitin-conjugating enzyme E2 [Catharanthus 
roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400981 

LIB3431-038-P1-N1-H4 

BLASTX 

g289920 

291 

4.0e-26 

55 

100 

(L07119) chlorophyll A/B binding protein 
hirsutum] 



[Gossypiuiti 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



400982 

LIB3431-038-P1-N1-H6 

BLASTN 

g3063523 

58 

9.0e-24 

146 

85 

Oryza sativa ribulose 1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 

400983 

LIB3431-038-P1-N1-H8 

BLASTX 

g5007084 



51393 



BLAST score 190 

E value 3.0e-14 

Match length 39 

% identity 100 

NCBI Description (AF155333) NADP-specif ic isocitrate dehydrogenase [Oryza 
sativa] 

Seq. No. 400984 

Seq. ID LIB3431-038-P1-N1-H9 

Method BLASTN 

NCBI GI g6006355 

BLAST score 198 

E value 1.0e-107 

Match length 391 

% identity 99 

NCBI Description Oryza sativa genomic DNA, chromosome 6, clone : P04 93C11 

Seq. No. 400985 

Seq. ID LIB3431-039-P1-K2-A10 

Method BLASTX 

NCBI GI g3885894 

BLAST score 177 

E value 3.0e-24 

Match length 69 

% identity 90 

NCBI Description (AF093635) photosystem-1 H subunit GOS5 [Oryza sativa] 

Seq. No. 400986 

Seq. ID LIB3431-039-P1-K2-A6 

Method BLASTN 

NCBI GI gl835730 

BLAST score 75 

E value 2.0e-34 

Match length 93 

% identity 97 

NCBI Description Oryza sativa photosystem II 10 kDa polypeptide mRNA, 
complete cds 

Seq. No. 400987 

Seq. ID LIB3431-039-P1-K2-A7 

Method BLASTX 

NCBI GI g3808101 

BLAST score 532 

E value 2.0e-54 

Match length 125 

% identity 82 

NCBI Description (AJ012165) chloroplast protease [Capsicum annuum] 

Seq. No. 400988 

Seq. ID LIB3431-039-P1-K2-B1 

Method BLASTN 

NCBI GI g606816 

BLAST score 53 

E value 3.0e-21 

Match length 57 

% identity 98 

NCBI Description Oryza sativa chloroplast carbonic anhydrase mRNA, complete 



51394 
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D 

5 





cds 


Seq. No. 


400989 


Seq. ID 


LIB3431-039-P1-K2-B10 


Method 


BLASTN 


NCBI GI 


gll957 


BLAST score 


378 


E value 


0.0e+00 


Match length 


411 


% identity 


98 


NCBI Description 


Rice complete chloroplast genome 


Seq. No. 


400990 


Seq. ID 


LIB34 31-03 9-P1-K2-B11 


Method 


BLASTN 


NCBI GI 


gll957 


BLAST score 


127 


E value 


4.0e-65 


Match length 


251 


% identity 


88 


NCBI Description 


Rice complete chloroplast genome 


Seq. No. 


400991 


Seq. ID 


LIB3431-039-P1-K2-B2 


Method 


BLASTX 


NCBI GI 


gll5772 


BLAST score 


189 


E value 


1.0e-25 


Match length 


62 


% identity 


94 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 1 




CAB-1) (LHCP) >gi_824 60_pir S037 




protein 1R precursor - rice >gi 2 




(X13908) chlorophyll a/b-binding j 




[Oryza sativa] 


Seq. No. 


400992 


Seq. ID 


LIB3431-039-P1-K2-B3 


Method 


BLASTX 


NCBI GI 


g733454 


BLAST score 


483 


E value 


9.0e-49 


Match length 


111 


% identity 


82 


NCBI Description 


(U23188) chlorophyll a/b-binding , 




[Zea mays] 


Seq. No. 


400993 


Seq. ID 


LIB34 31-03 9-P1-K2-B6 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


149 


E value 


7.0e-10 


Match length 


30 



% identity 

NCBI Description 



100 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 



51395 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400994 

LIB3431-039-P1-K2-B7 

BLASTX 

g3345477 

626 

2.0e-65 

120 

99 

(AB016283) carbonic anhydrase [Oryza sativa] 



□ 

m 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400995 

LIB3431-039-P1-K2-B8 

BLASTX 

gl31166 

503 

3.0e-51 

97 

96 

PHOTOS YSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 

(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) >gi_82100_pir S0044 9 

photosystem I chain II precursor - tomato >gi_1704 92 
(M21344) photosystem I subunit II protein precursor 

[Lycopersicon esculentum] >gi_22654 4_prf 1601516A 

photosystem I reaction center II [Lycopersicon esculentum] 

400996 

LIB3431-039-P1-K2-C1 

BLASTX 

g541950 

237 

8.0e-20 

69 

67 

SPCP1 protein - soybean >gi_310576 (L12257) ,nodulin-26 
[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400997 • 

LIB3431-039-P1-K2-C10 

BLASTX 

g289920 

238 

5.0e-20 

44 

100 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



400998 

LIB3431-039-P1-K2-C3 

BLASTX 

g3868758 

612 

8.0e-64 

114 

96 

(D89802) elongation factor IB gamma 



[Oryza sativa] 



51396 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



400999 

LIB3431-039-P1-K2-C4 
BLASTX 
gl706260 
363 

6.0e-35 
81 
85 

CYSTEINE PROTEINASE 1 
cysteine proteinase 1 
>gi_643597_dbj_BAA08244 
mays] 



PRECURSOR >gi_2118131_pir S59597 

precursor - maize 

(D45402) cysteine proteinase [Zea 



Seq. No. 


401000 


Seq. ID 


LIB3431-039-P1-K2-C5 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


772 


E value 


2.0e-82 


Match length 


144 


% identity 


99 


NCBI Description 


(AF061577) chlorophyll a/b binding protein [Oryza sativa] 


Seq. No. 


401001 


Seq. ID 


LIB3431-039-P1-K2-C6 


Method 


BLASTX 


NCBI GI 


g320618 


BLAST score 


464 


E value 


2.0e-46 


Match length 


107 


% identity 


82 


NCBI Description 


chlorophyll a/b-binding protein I precursor - rice 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227 611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

401002 

LIB3431-039-P1-K2-C7 

BLASTN 

g6015437 

37 

2.0e-ll 

48 

66 

Homo sapiens PEX1 mRNA, complete cds 
401003 

LIB3431-039-P1-K2-C8 

BLASTX 

g733454 

369 

2.0e-35 

100 

71 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 



51397 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401004 

LIB3431-039-P1-K2-C9 

BLASTX 

g2072555 

237 

7.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603. 1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401005 

LIB3431-039-P1-K2-D10 

BLASTX 

gl31225 

386 

1.0e-37 

83 

90 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401006 

LIB3431-039-P1-K2-D3 

BLASTX 

g347451 

225 

2.0e-18 

43 

100 

(L22155) 
sativa] 



ribulose 1, 5-bisphosphate carboxylase [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401007 

LIB3431-039-P1-K2-D4 

BLASTX 

g4680193 

226 

4.0e-19 

60 

63 

(AF111710) putative farnesyl pyrophosphate synthase [Oryza 
sativa subsp. indica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401008 

LIB3431-039-P1-K2-D6 

BLASTX 

g2072555 

237 

5.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 



51398 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

401009 

LIB3431-039-P1-K2-D7 

BLASTX 

g320618 

254 

8.0e-22 

72 

68 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 

type I light-harvesting 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401010 

LIB3431-039-P1-K2-E2 

BLASTX 

gl235664 

549 

9.0e-57 

121 

56 

(U37936) novel calmodulin-like protein [Oryza sativa] 
>gi_3171148 (AF064456) calmodulin-like protein [Oryza 
sativa subsp. indica] 

401011 

LIB3431-039-P1-K2-E6 

BLASTN 

g2570510 

137 

3.0e-71 

148 

98 

Oryza sativa chlorophyll a-b binding protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401012 

LIB3431-039-P1-K2-E7 

BLASTX 

gl32105 

600 

2.0e-62 

129 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



51399 



Seq. No. 


401013 


Seq. ID 


LIB3431-039-P1-K2-E9 


Method 


BLASTX 


NCBI GI 


gl332579 


BLAST score 


239 


E value 


5.0e-20 


Match length 


47 


% identity 


10 


NCBI Description 


(X98063) polyubiquit: 


Seq. No. 


401014 


Seq. ID 


LIB3431-039-P1-K2-F1 


Method 


BLASTX 


NCBI GI 


gl729971 


BLAST score 


233 


E value 


9.0e-20 


Match length 


59 


% identity 


80 


NCBI Description 


TONOPLAST INTRINSIC : 




(AQUAPORIN-TIP) >gi 




rice >gi_473997_dbjj 




sativa] 


Seq. No. 


401015 


Seq. ID 


LIB3431-039-P1-K2-F2 


Method 


BLASTX 


NCBI GI 


g3885886 


BLAST score 


665 


E value 


4.0e-70 


Match length 


123 


% identity 


99 


NCBI Description 


(AF093631) Rieske Fe- 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401016 

LIB3431-039-P1-K2-F4 

BLASTN 

g4519191 

35 

3.0e-10 

71 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K9P8, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401017 

LIB3431-039-P1-K2-F6 

BLASTX 

g2598589 

227 

3.0e-21 

82 

65 

(Y15367) MtN19 [Medicago truncatula] 



Seq. No. 
Seq. ID 



401018 

LIB3431-039-P1-K2-F7 



51400 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g5729704 

249 

3.0e-21 

102 

45 

(AC007927) 
thaliana] 



unknown protein, 5 1 partial [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



401019 

LIB3431-039-P1-K2-F8 

BLASTX 

gl773330 

636 

2.0e-66 

148 

84 

(U80071) glycolate oxidase [Mesembryanthemum crystallinum] 
401020 

LIB3431-039-P1-K2-F9 

BLASTN 

g2073379 

228 

1.0e-125 

243 

98 

Rice CP26 mRNA, partial sequence 
401021 

LIB3431-039-P1-K2-G10 

BLASTN 

g6015437 

35 

5.0e-10 

35 

100 

Homo sapiens PEX1 mRNA, complete cds 
401022 

LIB3431-039-P1-K2-G12 

BLASTX 

g82080 

417 

6.0e-41 

122 
66 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

401023 

LIB3431-039-P1-K2-G2 

BLASTX 

gl729971 

238 

4.0e-20 



51401 



Match length 

% identity 

NCBI Description 



66 
74 

TONOPLAST INTRINSIC PROTEIN, GAMMA (GAMMA TIP) 

(AQUAPORIN-TIP) >gi_1076745_pir S52004 gamma-Tip protein - 

rice >gi_473997_dbj_BAA05017_ (D25534) gamma-Tip [Oryza 
sativa] 



m 

HI 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



401024 

LIB3431-039-P1-K2-G3 

BLASTX 

g2462762 

337 

3.0e-39 

121 

69 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 

401025 

LIB34 31-039-P1-K2-G4 

BLASTX 

g3063524 

184 

3.0e-14 

51 

75 

(AF052305) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

401026 

LIB3431-039-P1-K2-G5 

BLASTX 

g82080 

364 

9.0e-35 

113 

64 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

401027 

LIB3431-039-P1-K2-G6 

BLASTX 

g320618 

199 

9.0e-16 

57 

72 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227 611__prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

401028 

LIB3431-039-P1-K2-G8 



precursor - rice 

type I light-harvesting 



51402 



Method BLASTX 

NCBI GI g2464852 

BLAST score 206 

E value 4.0e-16 

Match length 104 

% identity 45 

NCBI Description (Z99707) putative protein [Arabidopsis thaliana] 

Seq. No. 401029 

Seq. ID LIB3431-039-P1-K2-G9 

Method BLASTX 

NCBI GI g3789952 

BLAST score 544 

E value 6.0e-56 

Match length 103 

% identity 99 

NCBI Description (AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401030 

LIB3431-039-P1-K2-H10 

BLASTX 

g3395440 

229 

6.0e-19 

76 

50 

(AC004683) hypothetical protein [Arabidopsis thaliana] 
401031 

LIB3431-039-P1-K2-H2 

BLASTX 

g3328122 

245 

2.0e-21 

95 

65 

(AF073473) phosphoglycerate kinase precursor [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401032 

LIB3431-039-P1-K2-H3 

BLASTX 

g4835754 

220 

4.0e-18 

83 
59 

(AC007202) Is a member of the PF_00162 Phosphoglycerate 
kinase family. ESTs gb_N38721, gb_T22178, gb_R90345, 
gb_R90715, gb_T21140, gb_T46295, gb_H37082 / gb_T46076, 
gb_N37132, gb_AA597649, gb_AI100648 and gb_Z48462 c 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



401033 

LIB3431-039-P1-K2-H6 

BLASTX 

gl32105 



51403 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



349 

4.0e-33 

87 

80 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-l f 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401034 

LIB3431-039-P1-K2-H8 

BLASTX 

gl29915 

562 

6.0e-58 

122 

89 

PHOSPHOGLYCERATE KINASE, CHLOROPLAST PRECURSOR 

>gi_66912_pir TVWTGC phosphoglycerate kinase (EC 2.7.2.3) 

precursor, chloroplast - wheat >gi_21833_emb_CAA33303_ 
(X15233) phosphoglycerate kinase (AA 1 - 480) [Triticum 
aestivum] >gi_3293043_emb_CAA51931_ (X73528) 
phosphoglycerate kinase [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401035 

LIB3431-039-P1-N1-A10 

BLASTN 

g3885893 

216 

1.0e-118 

259 

96 

Oryza sativa photosystem-1 H subunit GOS5 (PSI-H) mRNA, 
complete cds 

401036 

LIB3431-039-P1-N1-A4 

BLASTX 

g3913641 

358 

4.0e-34 

69 

100 

FRUCTOSE-1, 6-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 
(D-FRUCTOSE-1, 6-BISPHOSPHATE 1-PHOSPHOHYDROLASE) (FBPASE) 
>gi_3041777_dbj_BAA25423_ (AB007194) 
fructose-1, 6-bisphosphatase [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



401037 

LIB3431-039-P1-N1-A5 

BLASTX 

g417744 



51404 



09 



it . 



BLAST score 


287 


E value 


1.0e-25 


Match length 


56 


% identity 


96 


NCBI Description 


ADENOSYLHOMOCYSTEINASE 


HYDROLASE ) ( ADOHCYASE ) 




S-adenosylhomocysteine 


Seq. No. 


401038 


Seq. ID 


LIB3431-039-P1-N1-A6 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


403 


E value 


3.0e-39 


Match length 


89 


% identity 


88 


NCBI Description 


(U86018) photosystem I! 


Seq. No. 


401039 


Seq. ID 


LIB3431-039-P1-N1-A7 


Method 


BLASTX 


NCBI GI 


g3808101 


BLAST score 


350 


E value 


5.0e-33 


Match length 


80 


% identity 


90 


NCBI Description 


(AJ012165) chloroplast 


Seq. No. 


401040 


Seq. ID 


LIB34 31-03 9-P1-N1-A9 


Method 


BLASTX 


NCBI GI 


gl707008 


BLAST score 


384 


E value 


4.0e-37 


Match length 


92 


% identity 


78 


NCBI Description 


(U78721) 30S ribosomal 




thaliana] 



Seq. No. 


401041 


Seq. ID 


LIB3431-039-P1-N1-B10 


Method 


BLAST N 


NCBI GI 


gll957 


BLAST score 


256 


E value 


1.0e-142 


Match length 


464 


% identity 


97 


NCBI Description 


Rice complete chloropl 


Seq. No. 


401042 


Seq. ID 


LIB3431-039-P1-N1-B2 


Method 


BLASTX 


NCBI GI 


g3036951 


BLAST score 


333 


E value 


4.0e-31 


Match length 


64 


% identity 


100 



51405 



NCBI Description 



(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 



ffl 

c — 

m 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity . 

NCBI Description 



401043 

LIB3431-039-P1-N1-B3 

BLASTX 

g733454 

383 

6.0e-37 

78 

95 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

401044 

LIB3431-039-P1-N1-B5 

BLASTX 

gll3170 

239 

5.0e-20 

66 

71 

ACYL CARRIER PROTEIN II PRECURSOR (ACP II) 

>gi_99531_pir S12310 acyl carrier protein II - spinach 

>gi_21232_emb_CAA36288_ (X52065) acyl carrier protein II 
[Spinacia oleracea] 

401045 

LIB3431-039-P1-N1-B6 

BLASTX 

g3126854 

345 

2.0e-32 

65 

100 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
401046 

LIB3431-039-P1-N1-B7 

BLASTX 

g3345477 

226 

2.0e-18 

42 

100 

(AB016283) carbonic anhydrase [Oryza sativa] 
401047 

LIB3431-039-P1-N1-B8 

BLASTN 

gl67084 

35 

3.0e-10 

47 

94 

Barley PSI-D subunit of photosystem I (PsaD) mRNA, complete 
cds 



51406 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401048 

LIB3431-039-P1-N1-C1 

BLASTX 

g541951 

421 

2.0e-41 

95 

80 

SPCP2 protein - soybean >gi_310578 (L12258) nodulin-26 
[Glycine max] 



US 

o 

01 



p 
n 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401049 

LIB3431-039-P1-N1-C10 

BLASTX 

g289920 

177 

7.0e-13 

34 

94 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 


401050 


Seq. ID 


LIB3431-039-P1-N1-C1 


Method 


BLASTX 


NCBI GI 


g2911043 


BLAST score 


143 


E value 


9.0e-09 


Match length 


59 


% identity 


47 


NCBI Description 


(AL021961) putative j 


Seq. No. 


401051 


Seq. ID 


LIB3431-039-P1-N1-C3 


Method 


BLASTX 


NCBI GI 


g3868758 


BLAST score 


552 


E value 


1.0e-56 


Match length 


112 


% identity 


91 


NCBI Description 


(D89802) elongation 


Seq. No. 


401052 


Seq. ID 


LIB3431-039-P1-N1-C4 


Method 


BLASTX 


NCBI GI 


gl706260 


BLAST score 


349 


E value 


7.0e-33 


Match length 


67 


% identity 


94 r 


NCBI Description 


CYSTEINE PROTEINASE 



1 

cysteine proteinase 1 
>gi_643597_dbj_BAA08244_ (D45402 
mays] 



PRECURSOR >gi_2118131_pir S59597 

precursor - maize 

cysteine proteinase [Zea 



Seq. No. 



401053 



51407 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-039-P1-N1-C5 

BLASTX 

g3126854 

299 

5.0e-27 

58 

98 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401054 

LIB3431-039-P1-N1-C6 

BLASTX 

g3036946 

313 

8.0e-29 

61 

98 

(AB012637) 



light harvesting chlorophyll a/b-binding protein 



[Nicotiana sylvestris] 





Seq. No. 


401055 




Seq. ID 


LIB3431-039-P1-N1-C8 


tj l 


Method 


BLASTN 


ffS 


NCBI GI 


g2073379 


BLAST score 


71 




E value 


1.0e-31 




Match length 


139 


m 


% identity 


86 


3 


NCBI Description 


Rice CP26 mRNA, partial sequence 


3 - 


Seq. No. 


401056 




Seq. ID 


LIB3431-039-P1-N1-C9 


j n 
s— ™ 


Method 


BLASTN 


o 


NCBI GI 


g2072554 




BLAST score 


277 


Q 


E value 


1.0e-154 


o 


Match length 


341 




% identity 


95 




NCBI Description 


Oryza sativa metallothionein-like 






cds 




Seq. No. 


401057 




Seq. ID 


LIB3431-039-P1-N1-D3 




Method 


BLASTN 




NCBI GI 


g218209 




BLAST score 


48 




E value 


8.0e-18 




Match length 


68 




% identity 


93 



NCBI Description 



Oryza sativa mRNA for the small subunit of 
ribulose-1, 5-bisphosphate. carboxylase, complete cds, 
pOSSS2106 



clone 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



401058 

LIB3431-039-P1-N1-D4 

BLASTX 

g4115416 



51408 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



185 

1.0e-13 

60 

55 

(AB021979) farnesyl diphosphate synthase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401059 

LIB3431-039-P1-N1-D5 

BLASTX 

g3522941 

231 

5.0e-19 

50 
86 

(AC004411) putative peptide chain release factor 
[Arabidopsis thaliana] 



01 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401060 

LIB3431-039-P1-N1-D6 

BLASTX 

g2072555 

237 

1.0e-19 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603. 1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



n 

xkzt 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401061 

LIB3431-039-P1-N1-D7 

BLASTX 

g3036949 

276 

2.0e-24 

57 

93 

(AB012638) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401062 

LIB3431-039-P1-N1-E4 

BLASTX 

g4455174 

256 

4.0e-22 

77 

62 

(AL035521) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



401063 

LIB3431-039-P1-N1-E6 

BLASTX 

g4689380 

266 

3.0e-23 
55 



51409 



% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 

(AF139465) LHCII type III chlorophyll a/b binding protein 
[Vigna radiata] 

401064 

LIB3431-039-P1-N1-E7 

BLASTX 

g671740 

433 

9.0e-43 

78 

100 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 

401065 

LIB3431-039-P1-N1-F3 

BLASTX 

g464980 

415 

1.0e-40 

80 
96 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_166422 (L06967) 
ubiquitin carrier protein [Medicago sativa] 



Seq. No. 


401066 


Seq. ID 


LIB3431-039-P1-N1-F6 


Method 


BLASTX 


NCBI GI 


g2598589 


BLAST score 


234 


E value 


2.0e-19 


Match length 


70 


% identity 


60 


NCBI Description 


(Y15367) MtN19 [Medicago truncatula] 


Seq. No. 


401067 


Seq. ID 


LIB3431-039-P1-N1-F7 


Method 


BLASTX 


NCBI GI 


g5729704 


BLAST score 


249 


E value 


3.0e-21 


Match length 


102 


% identity 


45 


NCBI Description 


(AC007 927) unknown protein, 5' partial 




thaliana] 


Seq. No. 


401068 


Seq. ID 


LIB3431-039-P1-N1-F8 


Method 


BLAST N 


NCBI GI 


g2570514 


BLAST score 


287 


E value 


1.0e-160 


Match length 


335 


% identity 


96 



NCBI Description Oryza sativa glycolate oxidase- (GOX) mRNA, complete cds 



51410 



m 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 

identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401069 

LIB3431-039-P1-N1-F9 

BLASTN 

g2073379 

168 

2.0e-89 

243 

92 

Rice CP26 mRNA, partial sequence 
401070 

LIB3431-039-P1-N1-G1 

BLASTX 

gll68587 

200 

2.0e-15 

45 

87 

ATP SYNTHASE DELTA CHAIN, CHLOROPLAST PRECURSOR 

>gi_10844 67_pir S43728 H+-transporting ATP synthase (EC 

3.6.1.34) - sorghum >gi_311231__emb_CAA4 6803_ (X66004) 
H (+) -transporting ATP synthase [Sorghum bicolor] 

401071 

LIB3431-039-P1-N1-G10 

BLASTX 

gl296955 

396 

2.0e-38 

76 

45 

(X95402) duplicated domain structure protein [Oryza sativa] 
401072 

LIB3431-039-P1-N1-G11 

BLASTX 

gl296955 

320 

2.0e-29 

73 

39 

(X95402) duplicated domain structure protein [Oryza sativa] 
401073 

LIB3431-039-P1-N1-G12 

BLASTX 

gll5813 

257 

4.0e-22 

61 

82 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB-8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 



Seq. No. 



401074 



51411 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-039-P1-N1-G2 

BLASTX 

gl729971 

296 

7.0e-27 

54 

98 

TONOPLAST INTRINSIC PROTEIN, GAMMA (GAMMA TIP) 

(AQUAPORIN-TIP) >gi_1076745_pir S52004 gamma-Tip protein 

rice >gi_473997_dbj_BAA05017_ (D25534) gamma-Tip [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401075 

LIB3431-039-P1-N1-G3 

BLASTX 

g2462750 

277 

2.0e-24 

72 

71 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 



m 

Hfcs 



5 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401076 

LIB3431-039-P1-N1-G4 

BLASTX 

gl32105 

416 

1.0e-40 

75 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401077 

LIB3431-039-P1-N1-G5 

BLASTX 

gll5813 

257 

4.0e-22 

61 

82 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB -8 ) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



401078 

LIB3431-039-P1-N1-G6 

BLASTX 

gll5787 



51412 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409 

6.0e-40 

77 
100 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

401079 

LIB3431-039-P1-N1-G7 

BLASTX 

g4206765 

180 

5.0e-13 

77 

52 

(AF104329) putative type 1 membrane protein [Arabidopsis 
thaliana] 



o 

3 - 

o 



Seq. No. 


401080 


Seq. ID 


LIB3431-039-P1-N1-G8 


Method 


BLASTX 


NCBI GI 


g246,4852 


BLAST score 


171 


E value 


5.0e-12 


Match length 


80 


% identity 


49 


NCBI Description 


(Z99707) putative protein [Arabidopsis 


Seq. No. 


401081 


Seq. ID 


LIB3431-039-P1-N1-H3 


Method 


BLASTX 


NCBI GI 


gl708424 


BLAST score 


267 


E value 


3.0e-23 


Match length 


61 


% identity 


74 


NCBI Description 


ISOFLAVONE REDUCTASE HOMOLOG >gi 12306: 



isoflavone reductase-like protein [Lupinus albus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401082 

LIB3431-039-P1-N1-H6 

BLASTX 

g671740 

380 

2.0e-36 

69 

100 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



401083 

LIB3431-039-P1-N1-H8 

BLASTX 

g3738261 



51413 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



261 

1.0e-22 

62 

89 

(AB018412) chloroplast phosphoglycerate kinase [Populus 
nigra] 



Q 



Seq. No. 


401084 


Seq. ID 


LIB3431-040-P1-K2-A1 


Method 


BLASTX 


NCBI GI 


g2959781 


BLAST score 


193 


E value 


3.0e-15 


M^fph 1 pnoth 


60 


% identity 


65 


NCBI Description 


(AJ223508) Zwille protein [Arabidops. 


Seq. No. 


401085 


Seq. ID 


LIB3431-040-P1-K2-A7 


Method 


BLASTX 


NCBI GI 


gl370198 


BLAST score 


295 


E value 


8.0e-27 


lid LVyil ICll^LH 


87 


% identity 


67 


NCBI Description 


(Z73948) RAB8E' [Lotus japonicus] 


Seq. No. 


401086 


Seq. ID 


LIB3431-040-P1-K2-A8 


Method 


BLASTN 


NCBI GI 


g218184 


BLAST score 


59 


E value 


5.0e-25 


Li Q toll 1CUU Lll 


80 


% identity 


91 


NCBI Description 


Rice mRNA for oryzain gamma (EC 3.4.: 


Seq. No. 


401087 


Seq. ID 


LIB3431-040-P1-K2-A9 


Method 


BLASTN 


NCBI GI 


g4138289 


BLAST score 


118 


E value 


9.0e-60 


Match length 


138 


% identity 


96 


NCBI Description 


Oryza sativa mRNA for thioredoxin M 


Seq. No. 


401088 


Seq. ID 


LIB3431-040-P1-K2-B11 


Method 


BLASTX 


NCBI GI 


g3288821 


BLAST score 


436 


E value 


4.0e-43 


Match length 


109 


% identity 


76 


NCBI Description 


(AF063901) alanine :glyoxylate aminot: 



transaminase [Arabidopsis thaliana] 



51414 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_4733989_gb_AAD28669.1_AC007209_5 (AC007209) 
alanine-glyoxylate aminotransferase [Arabidopsis thaliana] 

401089 

LIB3431-040-P1-K2-B3 

BLASTX 

g871931 

415 

1.0e-40 

104 

84 

(D30763) ferredoxin [Oryza sativa] 
401090 

LIB3431-040-P1-K2-B4 

BLASTX 

g2244847 

152 

3.0e-10 

79 

44 

(Z97337) hydroxyproline-rich glycoprotein homolog 
[Arabidopsis thaliana] 

401091 

LIB3431-040-P1-K2-B5 

BLASTX 

gl32105 

342 

2.0e-32 

70 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401092 

LIB3431-040-P1-K2-B6 

BLASTX 

gl32105 

339 

8.0e-32 

133 

47 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 



51415 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



401093 

LIB3431-040-P1-K2-B7 

BLASTX 

gl353352 

302 

2.0e-27 

94 

66 

(U31975) alanine aminotransferase 
reinhardtii] 



[Chlamydomonas 



401094 

LIB3431-040-P1-K2-C1 

BLASTX 

gll4521 

520 

6.0e-53 

127 

86 

ATP SYNTHASE ALPHA CHAIN >gi_67827_pir PWRZA 

H+-transporting ATP synthase (EC 3.6.1.34) alpha chain - 
rice chloroplast >gi_11979_emb_CAA33993_ (X15901) ATPase 

alpha subunit [Oryza sativa] >gi_226696_prf 1603356X 

ATPase alpha [Oryza sativa] 

401095 

LIB3431-040-P1-K2-C11 

BLASTX 

g3126854 

520 

7.0e-53 

104 

96 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
401096 

LIB3431-040-P1-K2-C12 

BLASTX 

g231610 

193 

5.0e-15 

54 

65 

ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 

>gi_67880__pir PWNTG H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, chloroplast - common 
tobacco >gi_19785_emb_CAA45152_ (X63606) ATP synthase 
(gamma subunit) [Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



401097 

LIB3431-040-P1-K2-C2 

BLASTN 

g218207 

165 



51416 



E value 
Match length 
% identity 
NCBI Description 



1.0e-87 

253 
91 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

pOSSS1139 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401098 

LIB3431-040-P1-K2-C3 

BLASTX 

g2130042 

486 

6.0e-56 

126 

92 

Mg-chelatase chain Xantha-f - barley >gi_861199 (U26916) 
protoporphyrin IX Mg-chelatase subunit precursor [Hordeum 
vulgare] 



By 



gi 

K 

M 1 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



401099 

LIB3431-040-P1-K2-C4 

BLAST N 

g5295936 



BLAST score 


36 


E value 


3.0e-ll 


Match length 


48 


% identity 


94 


NCBI Description 


Oryza sativa genomic DNA, chromosome 6, clone 




complete sequence 


Seq. No. 


401100 


Seq. ID 


LIB3431-040-P1-K2-C5 


Method 


BLASTX 


NCBI GI 


g3559814 


BLAST score 


658 


E value 


4.0e-69 


Match length 


146 


% identity 


86 


NCBI Description 


(Y15781) transketolase 1 [Capsicum annuum] 


Seq. No. 


401101 


Seq. ID 


LIB3431-040-P1-K2-C6 


Method 


BLASTX 


NCBI GI 


g2501356 


BLAST score 


523 


E value 


3.0e-53 


Match length 


139 


% identity 


74 


NCBI Description 


TRANSKETOLASE , CHLOROPLAST PRECURSOR (TK) 


>gi_1658322_emb_CAA90427_ (Z50099) transketol. 




[Solanum tuberosum] 


Seq. No. 


401102 


Seq. ID 


LIB3431-040-P1-K2-C7 


Method 


BLASTX 


NCBI GI 


g4995921 


BLAST score 


230 



51417 





E value 


4.0e-19 




Match length 


56 




% identity 


79 




NCBI Description 


(AJ006708) HMG1 protein [Zea mays] 




Seq. No. 


401103 




Seq. ID 


LIB34 31-04 0-P1-K2-C8 




Method 


BLASTX 




NCBI GI 


gl747294 




BLAST score 


613 




E value 


8.0e-64 




Match length 


141 




% identity 


86 




NCBI Description 


(D45383) vacuolar H+-pyrophosphatase [Oryza sativa] 




Seq. No. 


401104 




Seq. ID 


LIB3431-040-P1-K2-D1 




Method 


BLASTN 




NCBI GI 


g5042437 


c 


BLAST score 


199 




E value 


1.0e-108 




Match length 


199 




% identity 


100 


yy 


NCBI Description 


Oryza sativa BAC T4 9B20 genomic sequence, complete sequence 


o 


Seq. No. 


401105 




Seq. ID 


LIB3431-040-P1-K2-D11 




Method 


BLASTX 


cn 


NCBI GI 


a2570511 




BLAST score 


648 




E value 


6.0e-68 




Match length 


127 


id 


% identity 


96 




NCBI Description 


(AF022738) chlorophyll a-b binding protein [Oryza sativa] 


Q 


Seq. No. 


401106 


□ 


Seq. ID 


LIB3431-040-P1-K2-D12 


Method 


BLASTX 




NCBI GI 


g2570511 




BLAST score 


472 




E value 


2.0e-47 




Match length 


96 




% identity 


95 




NCBI Description 


(AF022738) chlorophyll a-b binding protein [Oryza sativa] 




Seq. No. 


401107 




Seq. ID 


LIB3431-040-P1-K2-D2 




Method 


BLASTX 




NCBI GI 


g3914587 




BLAST score 


144 




E value 


3.0e-09 




Match length 


30 




% identity 


100 




NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_1076711_pir S49992 

ribulose-1/ 5-bisphosphate carboxylase/oxygenase - Aegilops 
squarrosa >gi_599620_emb_CAA58150_ (X83095) rbcS gene 



51418 



[Aegilops squarrosa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401108 

LIB3431-040-P1-K2-D4 

BLASTX 

gl32105 

559 

1.0e-57 

122 
86 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



03 

o 



□ 



Seq. No. 


401109 


Seq. ID 


LIB3431-040-P1-K2-D8 


Method 


BLASTX 


NCBI GI 


g3345477 


BLAST score 


218 


E value 


6.0e-18 


Match length 


58 


% identity 


69 


NCBI Description 


(AB016283) carbonic anhydrase [Oryza sativa] 


Seq. No. 


401110 


Seq. ID 


LIB3431-040-P1-K2-E1 


Method 


BLASTX 


NCBI GI 


gll5787 


BLAST score 


405 


E value 


1.0e-39 


Match length 


90 


% identity 


91 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR 



(LHCII TYPE I 

CAB-2) (LHCP) >gi_824 61_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi__20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 401111 

Seq. ID LIB3431-040-P1-K2-E10 

Method BLASTX 

NCBI GI g4490317 

BLAST score 364 

E value 1.0e-34 

Match length 133 

% identity 52 

NCBI Description (AL035678) putative protein [Arabidopsis thaliana] 

Seq. No. 401112 

Seq. ID LIB3431-040-P1-K2-E11 

Method BLASTX 



51419 



o 



00 
n 

Pi 
\ssf 



D 
O 
D 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4490317 
319 

3.0e-29 

158 

42 

(AL035678) putative protein [Arabidopsis thaliana] 
401113 

LIB3431-040-P1-K2-E12 

BLASTX 

g729668 

228 

1.0e-18 

66 

61 

HISTONE HI >gi_214747 9_pir S65059 histone HI, 

drought-inducible - Lycopersicon pennellii >gi_4 36823 
(U01890) Solanum pennellii histone HI [Solanum pennellii] 

401114 

LIB3431-040-P1-K2-E2 

BLASTX 

gl20661 

198 

1.0e-16 

90 

60 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A, CHLOROPLAST 
PRECURSOR >gi_170237 (M14417) glyceraldehyde-3-phosphate 
dehydrogenase A-subunit precursor [Nicotiana tabacum] 

401115 

LIB3431-040-P1-K2-E3 

BLASTX 

gl32105 

503 

3.0e-51 

104 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



401116 

LIB3431-040-P1-K2-E4 

BLASTX 

g2407281 

254 

3.0e-22 

68 

75 



51420 



NCBI Description 



(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



TSsf 

Q 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401117 

LIB3431-040-P1-K2-E5 

BLASTN 

g3819221 

84 

3.0e-39 

282 

83 

Hordeum vulgar e partial mRNA; clone CMWG0721 
401118 

LIB3431-040-P1-K2-E8 

BLASTX 

g2407281 

455 

2.0e-45 

119 

77 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

401119 

LIB3431-040-P1-K2-E9 

BLASTX 

gl!74745 

359 

3.0e-34 

80 

89 

TRIOSEPHOS PRATE ISOMERASE, CHLOROPLAST PRECURSOR (TIM) 

>gi_1363523_pir S53761 triose-phosphate isomerase (EC 

5.3.1.1) precursor, chloroplast - rye 

>gi_609262_emb_CAA83533_ (Z32521) triosephosphate isomerase 
[Secale cereale] >gi_10954 94_prf 2109226B triosephosphate 





isomerase [Secale cereale] 


Seq. No. 


401120 


Seq. ID 


LIB34 31-040-P1-K2-F10 


Method 


BLASTX 


NCBI GI 


g3885894 


BLAST score 


507 


E value 


2.0e-51 


Match length 


132 


% identity 


77 


NCBI Description 


(AF093635) photosystem-1 H 


Seq. No. 


401121 


Seq. ID 


LIB3431-040-P1-K2-F11 


Method 


BLASTX 


NCBI GI 


g2104959 


BLAST score 


324 


E value 


2.0e-30 


Match length 


77 


% identity 


74 



51421 



NCBI Description 



(U96925) immunophilin [Vicia faba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401122 

LIB3431-040-P1-K2-F4 

BLASTX 

gl20657 

293 

2.0e-27 

89 

79 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_66024jpir DEZMG3 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast - 
maize >gi_168479 (M18976) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] >gi_7 63035_emb_CAA33455_ (X15408) 
glyceraldehyde-3-phosphate dehydrogenase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401123 

LIB3431-040-P1-K2-F5 

BLASTX 

g4455158 

249 

4.0e-21 

71 

63 

(AL021687) kinase-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401124 

LIB3431-040-P1-K2-F8 

BLASTX 

g3850581 

252 

1.0e-21 

84 

60 

(AC005278) EST gb_N96383 comes from this gene, 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401125 

LIB3431-040-P1-K2-G1 

BLASTN 

g596077 

62 

1.0e-26 

78 

95 

Zea mays thiamine biosynthetic enzyme (thil-1) mRNA, 
complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



401126 

LIB3431-040-P1-K2-G12 

BLASTX 

g2570515 

456 

7.0e-49 
133 



51422 



% identity 

NCBI Description 



84 

(AF022740) glycolate oxidase [Oryza sativa] 



m 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401127 

LIB3431-040-P1-K2-G2 

BLASTX 

g3914603 

707 

7.0e-75 

146 

95 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 
(U74321) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase [Oryza sativa] 

401128 

LIB3431-040-P1-K2-G3 

BLAST N 

g2072554 

214 

1.0e-117 

309 

92 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401129 

LIB3431-040-P1-K2-G4 

BLASTX 

g461498 

248 

2.0e-21 

84 

55 

ALANINE AMINOTRANSFERASE 2 (GPT) (GLUTAMIC—PYRUVIC 
TRANSAMINASE 2) (GLUTAMIC — ALANINE TRANSAMINASE 2) 

(ALAAT-2 ) >gi_320619_pir S28429 alanine transaminase (EC 

2.6.1.2) - proso millet >gi_296204_emb_CAA4 9199_ (X69421) 
alanine aminotransferase [Panicum miliaceum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401130 

LIB3431-040-P1-K2-G5 

BLASTX 

g4138290 

360 

7.0e-35 

95 

75 

(AJ005841) thioredoxin M [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



401131 

LIB3431-040-P1-K2-G7 

BLASTX 

g3080420 

392 

6.0e-38 



51423 



Match length 142 

% identity 56 

NCBI Description (AL022604) putative sugar transporter protein [Arabidopsis 
thaliana] 

Seq. No. 401132 

Seq. ID LIB3431-040-P1-K2-G8 

Method BLASTX 

NCBI GI g3080420 

BLAST score 389 

E value 1.0e-37 

Match length 120 

% identity 62 

NCBI Description (AL022604) putative sugar transporter protein [Arabidopsis 
thaliana] 

Seq. No. 401133 

Seq. ID LIB3431-040-P1-K2-H10 

Method BLASTN 

NCBI GI g6103440 

BLAST score 93 

E value 5.0e-45 

Match length 14 9 

% identity 91 

NCBI Description Oryza sativa metallothionein-like protein (ML2) mRNA, 
complete cds 

Seq. No. 401134 

Seq. ID LIB3431-040-P1-K2-H12 

Method BLASTN 

NCBI GI g2072554 

BLAST score 146 

E value 3.0e-7 6 

Match length 186 

% identity 95 

NCBI Description Oryza sativa metallothionein-like protein mRNA, complete 
cds 

Seq. No. 401135 

Seq. ID LIB3431-040-P1-K2-H2 

Method BLASTN 

NCBI GI g3135542 

BLAST score 39 

E value 8.0e-13 

Match length 67 

% identity 90 

NCBI Description Oryza sativa aquaporin (PIP2a) mRNA, complete cds 

Seq. No. 401136 

Seq. ID LIB3431-040-P1-K2-H5 

Method BLASTX 

NCBI GI g4584342 

BLAST score 221 

E value 6.0e-18 

Match length 120 

% identity 42 

NCBI Description (AC007127) putative ubiquitin protein [Arabidopsis 



51424 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401137 

LIB3431-040-P1-K2-H6 

BLASTX 

g4079798 

540 

2.0e-55 

107 

99 

(AF052203) 23 kDa polypeptide of photosystem II [Oryza 
sativa] 



y3 



5 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401138 

LIB3431-040-P1-K2-H8 

BLASTX 

g2407281 

616 

3.0e-64 

118 

97 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

401139 

LIB3431-040-P1-K2-H9 

BLASTX 

g2072555 

348 

7.0e-33 

62 

98 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

401140 

LIB3431-040-P1-N1-A10 

BLASTN 

g2072554 

301 

1.0e-169 

333 

98 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401141 

LIB3431-040-P1-N1-B12 

BLASTX 

g2754849 

169 

7.0e-12 

42 

79 

(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 



51425 



5 

01 

5 



Q 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401142 

LIB3431-040-P1-N1-B6 

BLASTX 

gl32105 

712 

2.0e-75 

130 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401143 

LIB3431-040-P1-N1-B9 

BLASTX 

g871931 

263 

9.0e-23 

80 

70 

(D30763) ferredoxin [Oryza sativa] 
401144 

LIB3431-040-P1-N1-C11 

BLASTX 

g517500 

333 

3.0e-31 

81 

80 

(M87435) precursor of the oxygen evolving complex 17 kDa 

protein [Zea mays] >gi_444338_prf 1906386A photosystem II 

OE17 protein [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401145 

LIB3431-040-P1-N1-C12 

BLASTX 

g3126854 

324 

4.0e-30 

67 

94 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



401146 

LIB3431-040-P1-N1-C2 

BLASTX 

g4995921 

218 

1.0e-17 



51426 



Match length 


56 


% identity 


75 


NCBI Description 


(AJ006708) HMG1 proti 


Seq. No. 


401147 


Seq. ID 


LIB3431-040-P1-N1-C3 


Method 


BLASTX 


1M U -L \J M 


al747294 


BLAST score 


290 


E value 


6.0e-26 


Match length 


55 


% identity 


100 


NCBI Description 


(D45383) vacuolar H+- 


Seq. No. 


401148 


Seq. ID 


LIB3431-040-P1-N1-C5 


Method 


BLASTN 


NCBI GI 


g5295936 


BLAST score 


56 


E value 


1.0e-22 


Match length 


124 


% identity 


86 


NCBI Description 


Oryza sativa genomic 



complete sequence 



y i 



p 
a 



Seq. No. 


401149 


Seq. ID 


LIB3431-040-P1-N1-C6 


Method 


BLASTX 


NCBI GI 


g2529342 


BLAST score 


157 


E value 


2.0e-10 


Match length 


37 


% identity 


84 


NCBI Description 


(L76554 ) transketolase 


Seq. No. 


401150 


Seq. ID 


LIB3431-040-P1-N1-C8 


Method 


BLASTN 


NCBI GI 


g218207 


BLAST score 


170 


E value 


1.0e-90 


Match length 


262 


% identity 


91 


NCBI Description 


Oryza sativa mRNA for 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 
pOSSS1139 

401151 

LIB3431-040-P1-N1-D12 

BLASTX 

gll5794 

446 

3.0e-44 

96 

89 

CHLOROPHYLL A-B BINDING PROTEIN 13 PRECURSOR (LHCII TYPE 
III CAB-13) >gi_72748_pir CDT033 chlorophyll a/b-binding 



51427 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



protein type III precursor (cab-13) - tomato 
>gi_19277_emb_CAA42818_ (X60275) LHCII type III 
[Lycopersicon esculentum] 

401152 

LIB3431-040-P1-N1-D3 

BLASTX 

g606817 

312 

2.0e-28 

59 

98 

(U08404 
>gi_591 
anhydra 



) carbonic anhydrase [Oryza sativa] 
7783_gb_AAD56038.1_AF182806_l (AF182806) carbonic 
se 3 [Oryza sativa] 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401153 

LIB3431-040-P1-N1-D5 

BLASTX 

gl32105 

609 

2.0e-63 

112 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401154 

LIB3431-040-P1-N1-D9 

BLASTX 

g551047 

275 

3.0e-29 

71 

85 

(X79277) type II LHCI [Lolium temulentum] 
401155 

LIB3431-040-P1-N1-E3 

BLASTX 

gl32105 

546 

6.0e-56 

99 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 



51428 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401156 

LIB3431-04 0-P1-N1-E5 

BLASTX 

gl32105 

512 

9.0e-63 

120 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401157 

LIB3431-040-P1-N1-E7 

BLASTN 

g20181 

127 

5.0e-65 

163 

94 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 

401158 

LIB3431-040-P1-N1-E8 

BLASTN 

g22239 

44 

2.0e-15 

68 

91 

Maize cytosolic mRNA for subunit A of chloroplast GAPDH 
(GapA) glyceraldehyde-3-phosphate dehydrogenase 

401159 

LIB3431-040-P1-N1-E9 

BLASTX 

g347451 

149 

2.0e-09 

32 

88 

(L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 
sativa] 



Seq. No. 



401160 



51429 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-040-P1-N1-F1 

BLASTX 

gll74745 

355 

1.0e-33 

85 
84 

TRIOSEPHOSPHATE ISOMERASE, CHLOROPLAST PRECURSOR (TIM) 

>gi_1363523_pir S53761 triose-phosphate isomerase (EC 

5.3.1.1) precursor, chloroplast - rye 

>gi_609262_emb_CAA83533__ (Z32521) triosephosphate isomerase 

[Secale cereale] >gi_10954 94_prf 2109226B triosephosphate 

isomerase [Secale cereale] 



ffl 

£9 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401161 

LIB3431-040-P1-N1-F11 

BLASTX 

g3885894 

233 

2.0e-19 

61 

79 

(AF093635) photosystem-1 H subunit GOS5 [Oryza sativa] 



B 

g ■; 

i s 

o 

o 
o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401162 

LIB3431-040-P1-N1-F4 

BLASTN 

g3345476 

267 

1.0e-148 

315 
96 

Oryza sativa gene for carbonic anhydrase, complete cds 
401163 

LIB3431-040-P1-N1-G3 

BLASTX 

gl67097 

179 

1.0e-25 

76 
80 

(M55449) ribulose 1, 5-bisphosphate carboxylase activase 
[Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401164 

LIB3431-040-P1-N1-G4 

BLASTX 

g3785996 

238 

5.0e-20 

97 

51 

(AC005499) putative annexin [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



401165 

LIB34 31-04 0-P1-N1-G6 



51430 



m 



u 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4138289 

354 

0.0e+00 

354 

100 

Oryza sativa mRNA for thioredoxin M 
401166 

LIB3431-040-P1-N1-G8 

BLASTX 

g3080420 

175 

2.0e-12 

43 

74 

(AL022604) putative sugar transporter protein [Arabidopsis 
thaliana] 

401167 

LIB3431-040-P1-N1-H1 

BLASTN 

g2072554 

370 

0.0e+00 

378 

99 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



P 
Q 
Q 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401168 

LIB3431-040-P1-N1-H12 

BLASTX 

g4079798 

392 

6.0e-38 

79 

96 

(AF052203) 23 kDa polypeptide of photosystem II [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



401169 

LIB3431-040-P1-N1-H3 

BLASTX 

g2662310 

158 

8.0e-21 

56 

90 

(AB009307) bpwl [Hordeum vulgare] 
401170 

LIB3431-040-P1-N1-H4 

BLASTX 

g3126854 

343 

2.0e-32 



51431 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



67 
97 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
401171 

LIB3431-040-P1-N1-H7 

BLASTX 

g347451 

376 

4.0e-36 

69 

99 

(L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 
sativa] 



CD 



Q 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401172 

LIB3431-040-P1-N1-H9 

BLASTN 

g218209 

149 

5.0e-78 

329 

96- 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 
pOSSS2106 

401173 

LIB3431-041-P1-N1-A10 

BLASTN 

g3126853 

230 

1.0e-126 

249 

99 

Oryza sativa chlorophyll a/b binding protein (RCABP89) 
mRNA, nuclear gene encoding chloroplast protein, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



401174 

LIB3431-041-P1-N1-A2 

BLASTX 

gll5787 

432 

1.0e-42 

82 

100 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

401175 

LIB3431-041-P1-N1-A3 

BLASTX 

g4079798 



51432 



D 
y3 



5 



BLAST score 


277 


E value 


2.0e-24 


Match length 


52 


% identity 


100 


NCBI Description 


(AF052203) 23 kDa polypeptide of photosystem II [Oryza 




sativa] 


Seq. No. 


401176 


Seq. ID 


LIB3431-041-P1-N1-A4 


Method 


BLASTX 


NCBI GI 


g2982301 


BLAST score 


255 


E value 


8.0e-22 


Match length 


91 


% identity 


55 


NCBI Description 


(AF051235) YGLOlOw-like protein [Picea mariana] 


Seq. No. 


- 

401177 


Seq. ID 


LIB34 31-04 1-P1-N1-A6 


Method 


BLASTX 


NCBI GI 


g6093827 


BLAST score 


169 


E value 


1.0e-ll 


Match length 


97 


% identity 


41 


NCBI Description 


PHOTOSYSTEM II CORE COMPLEX PROTEINS PSBY PRECURSOR (L 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



-AME) 

[CONTAINS: PHOTOSYSTEM II PROTEIN PSBY-1; KD PHOTOSYSTEM II 
PROTEIN PSBY-2] >gi_2956690_emb_CAA11248_ (AJ223306) PSBY 
[Arabidopsis thaliana] >gi_3414 928 (AF079800) PsbY 
precursor [Arabidopsis thaliana] 

401178 

LIB3431-041-P1-N1-A7 

BLASTX 

gl20661 

225 

2.0e-18 

43 

95 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A, CHLOROPLAST 
PRECURSOR >gi_170237 (M14417) glyceraldehyde-3-phosphate 
dehydrogenase A-subunit precursor [Nicotiana tabacum] 

401179 

LIB3431-041-P1-N1-A9 

BLAST N 

gll640 

45 

4.0e-16 

137 

42 

Liverwort Marchantia polymorpha chloroplast genome DNA 
401180 

LIB34 31-04 1-P1-N1-B1 

BLAST N 

g2072554 



51433 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395 

0.0e+00 

403 

100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401181 

LIB3431-041-P1-N1-B10 

BLASTX 

gl835731 

300 

3.0e-27 

77 

75 

(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 



Q 



Seq. No. 

Seq. ID ; 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401182 

LIB3431-041-P1-N1-B12 

BLASTX 

g6094430 

191 

7.0e-19 

55 

95 

TUBULIN ALPHA- 2 CHAIN (ALPHA-TUBULIN 2) >gi_2511533 
(AF008121) alpha-tubulin 2 [Eleusine indica] 



ri 



Seq. No. 


401183 


Seq. ID 


LIB3431-041-P1-N1-B5 


Method 


BLASTX 


NCBI GI 


g2970051 


BLAST score 


249 


E value 


3.0e-21 


Match length 


60 


% identity 


77 


NCBI Description 


(AB012110) ARG10 [Vigna 


Seq. No. 


401184 


Seq. ID 


LIB3431-041-P1-N1-B6 


Method 


BLASTX 


NCBI GI 


gll5793 


BLAST score 


309 


E value 


3.0e-28 


Match length 


63 


% identity 


94 


NCBI Description 


CHLOROPHYLL A-B BINDING 



(CAB) >gi_7274 9_pir CDBH3 chlorophyll a/b-binding protein 

type III precursor - barley >gi_19023_emb_CAA44 881_ 
(X63197) type III LHCII CAB precursor protein [Hordeum 
vulgar e] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



401185 

LIB3431-041-P1-N1-B7 

BLASTX 

g417260 

274 



51434 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



4.0e-24 

79 

71 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003j?ir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 

401186 

LIB3431-041-P1-N1-B8 

BLASTX 

g2997591 

238 

6.0e-20 

61 

79 

(AF020814) glucose- 6-phosphate/phosphate- trans locator 
precursor [Pisum sativum] 

401187 

LIB3431-041-P1-N1-C1 

BLASTX 

gl31225 

216 

2.0e-17 

56 

73 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M6114 6) photosystem I 
hydrophobic protein [Hordeum vulgare] 

401188 

LIB3431-041-P1-N1-C10 

BLASTX 

gl31225 

327 

3.0e-3.0 

92 

70 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 

401189 

LIB3431-041-P1-N1-C11 

BLASTN 

g20262 

265 

1.0e-147 

272 

99 

O. sativa light-induced mRNA 
401190 

LIB3431-041-P1-N1-C12 
BLASTX 



51435 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



g2570511 
163 

2.0e-26 

74 

80 

(AF022738) chlorophyll a-b binding protein [Oryza sativa] 
401191 

LIB34 31-04 1-P1-N1-C5 

BLASTX 

g6015059 

422 

2.0e-41 

83 

100 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) >gi_2996096 
(AF030517) translation elongation factor-1 alpha; EF-1 
alpha [Oryza sativa] 

401192 

LIB3431-041-P1-N1-C8 

BLASTX 

g730510 

150 

1.0e-09 

45 

67 

RAS-RELATED PROTEIN RIC1 >gi_542150_pir S38740 GTP-binding 

protein - rice >gi_432607_gb_AAB28535_ (S66160) ras-related 
GTP binding protein possessing GTPase activity=ricl [Oryza 
sativa=rice, var. Yamahoushi, callus, Peptide, 202 aa] 
[Oryza sativa] 

401193 

LIB3431-041-P1-N1-D2 

BLAST N 

g6006355 

88 

1.0e-41 

130 

46 

Oryza sativa genomic DNA, chromosome 6, clone : P04 93C11 
401194 

LIB3431-041-P1-N1-D3 

BLASTX 

g4877984 

262 

1.0e-22 

53 
96 

(AF145755) THA4 [Zea mays] 
401195 

LIB3431-041-P1-N1-D7 

BLASTN 

g218154 



51436 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46 

1.0e-16 

46 

100 

Oryza sativa gene for cytoplasmic aldolase, complete cds, 
clone :Aldp 

401196 

LIB3431-041-P1-N1-E10 

BLASTX 

g3582335 

493 

1.0e-49 

105 

84 

(AC0054 96) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401197 

LIB3431-041-P1-N1-E11 

BLASTX 

g3738261 

171 

3.0e-12 

58 

67 

(AB018412) chloroplast phosphoglycerate kinase [Populus 
nigra] 



Seq. No. 


401198 


Seq. ID 


LIB3431-041-P1-N1-E5 


Method 


BLASTN 


NCBI GI 


g416266 


BLAST score 


44 


E value 


2.0e-15 


Match length 


126 


% identity 


83 


NCBI Description 


Rice mRNA for oxygen-evolving 


Seq. No. 


401199 


Seq. ID 


LIB3431-041-P1-N1-E6 


Method 


BLASTN 


NCBI GI 


g3075487 


BLAST score 


308 


E value 


1.0e-173 


Match length 


315 


% identity 


99 


NCBI Description 


Oryza sativa chlorophyll a/b-] 




mRNA, complete cds 


Seq. No. 


401200 


Seq. ID 


LIB3431-041-P1-N1-E7 


Method 


BLASTN 


NCBI GI 


g3885887 


BLAST score 


465 


E value 


0.0e+00 


Match length 


465 


% identity 


100 



(RCABP69) 



51437 



NCBI Description 



Oryza sativa high mobility group protein (HMG) mRNA, 
complete cds 



CO 



C 



Seq. No. 


401201 


Seq. ID 


LIB3431-041-P1-N1-E8 


Method 


BLASTX 


NCBI GI 


g3386621 


BLAST score 


157 


E value 


2.0e-10 


Match length 


36 


% identity 


81 


NCBI Description 


(AC004 665) unknown p: 


Seq. No. 


401202 


Sea ID 


LIB3431-041-P1-N1-E9 


Method 


BLASTX 


NCBI GI 


g3980406 


BLAST score 


360 


E value 


4.0e-34 


Match length 


105 


% identity 


63 


NCBI Description 


(AC004561) putative ■ 




thaliana] 


Seq. No. 


401203 


Seq. ID 


LIB3431-041-P1-N1-F1 


Method 


BLASTX 


NCBI GI 


g3377797 


BLAST score 


225 


E value 


2.0e-18 


Match length 


68 


% identity 


66 



[Arabidopsis thaliana] 



[Arabidopsis 



NCBI Description 



(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



401204 

LIB3431-041-P1-N1-F12 

BLASTN 

gl835730 

123 

7.0e-63 

147 

96 

Oryza sativa photosystem II 10 kDa polypeptide mRNA, 
complete cds 

401205 

LIB3431-041-P1-N1-F2 

BLASTX 

gl31225 

364 

1.0e-34 

99 
72 



51438 



NCBI Description 



PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photos yst em I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401206 

LIB3431-041-P1-N1-F3 

BLASTX 

gl31225 

143 

6.0e-09 

53 

49 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR {SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 


401207 


Seq. ID 


LIB3431-041-P1-N1-F5 


Method 


BLASTN 


NCBI GI 


g2293567 


BLAST score 


79 


E value 


2.0e-36 






% identity 


84 


NCBI Description 


Oryza sativa HvB12D homolog i 


Seq. No. 


401208 


Seq. ID 


LIB3431-041-P1-N1-F7 


Method 


BLASTX 


NCBI GI 


g2980805 


BLAST score 


322 


E value 


1.0e-29 


Match length 


80 


% identity 


84 


NCBI Description 


(AL022197) putative protein 


Seq. No. 


401209 


Seq. ID 


LIB3431-041-P1-N1-F9 


Method 


BLASTX 


NCBI GI 


gl084455 


BLAST score 


362 


E value 


2.0e-34 


Match length 


69 


% identity 


100 


NCBI Description 


peptidylprolyl isomerase (EC 




>gi_600767 (L29469) cyclophi 


Seq. No. 


401210 


Seq. ID 


LIB3431-041-P1-N1-G12 


Method 


BLASTX 


NCBI GI 


g82080 


BLAST score 


145 


E value 


1.0e-09 


Match length 


33 


% identity 


82 



51439 



Lis 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

401211 

LIB3431-041-P1-N1-G3 

BLASTX 

g517500 

251 

1.0e-21 

73 

70 

(M87435) precursor of the oxygen evolving complex 17 kDa 

protein [Zea mays] >gi_444338_prf 1906386A photosystem II 

OE17 protein [Pisum sativum] 

401212 

LIB3431-041-P1-N1-G4 

BLASTX 

g2696804 

152 

5.0e-10 

28 

100 

(AB009665) water channel protein [Oryza sativa] 
401213 

LIB3431-041-P1-N1-H3 

BLASTX 

g347451 

351 

4.0e-33 

69 

96 

(L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401214 

LIB3431-041-P1-N1-H6 

BLAST N 

g2570512 

48 

2.0e-18 

48 

100 

Oryza sativa chlorophyll a-b binding protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401215 

LIB3431-041-P1-N1-H7 

BLASTX 

g5410350 

216 

3.0e-17 

45 

91 

(AF124045) unknown [Sorghum bicolor] 



51440 



P 
01 



O- 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401216 

LIB3431-041-P1-N1-H8 

BLASTX 

g3126854 

235 

1.0e-19 

55 

84 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
401217 

LIB3431-041-P2-K1-A2 

BLASTX 

g320618 

380 

3.0e-59 

135 

87 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

401218 

LIB3431-041-P2-K1-A3 

BLASTX 

g4079798 

218 

3.0e-18 

50 

90 

(AF052203) 23 kDa polypeptide of photosystem II [Oryza 
sativa] 



precursor - rice 

type I light-harvesting 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



401219 

LIB3431-041-P2-K1-A7 

BLASTX 

gl20657 

575 

2.0e-59 

136 

85 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_66024_pir DEZMG3 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast - 
maize >gi_168479 (M18976) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] >gi_763035_emb_CAA33455_ (X15408) 
glyceraldehyde-3-phosphate dehydrogenase [Zea mays] 

401220 

LIB3431-041-P2-K1-B1 

BLASTN 

g6103440 

313 



51441 



m 

09 

o 

u 



E value 


1.0e-176 


Match length 


332 


% identity 


99 


NCBI Description 


Oryza sativa metallothionein-like protein 




complete cds 


Seq. No. 


401221 


Seq. ID 


LIB34 31-04 1-P2-K1-B10 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


297 


E value 


4.0e-31 


Match length 


90 


% identity 


80 


NCBI Description 


(U86018) photosystem II 10 kDa polypeptide 


Seq. No. 


401222 


Seq. ID 


LIB3431-041-P2-K1-B11 


Method 


BLASTX 


NCBI GI 


g4958922 


BLAST score 


219 


E value 


1.0e-17 


Match length 


88 


% identity 


53 


NCBI Description 


(AB027757) NADPH oxidoreductase homolog [C. 


Seq. No. 


401223 


Seq. ID 


LIB3431-041-P2-K1-B12 


Method 


BLASTX 


NCBI GI 


g6094430 


BLAST score 


200 


E value 


6.0e-16 


Match length 


70 


% identity 


60 


NCBI Description 


TUBULIN ALPHA- 2 CHAIN (ALPHA-TUBULIN 2) >g. 




(AF008121) alpha-tubulin 2 [Eleusine indie, 


Seq. No. 


401224 


Seq. ID 


LIB3431-041-P2-K1-B6 


Method 


BLASTX 


NCBI GI 


g2570511 


BLAST score 


494 


E value 


5.0e-50 


Match length 


95 


% identity 


98 


NCBI Description 


(AF022738) chlorophyll a-b binding protein 


Seq. No. 


401225 


Seq. ID 


LIB3431-041-P2-K1-B7 


Method 


BLAST N 


NCBI GI 


g20262 


BLAST score 


296 


E value 


1.0e-166 


Match length 


328 


% identity 


98 


NCBI Description 


O. sativa light-induced mRNA 



51442 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401226 

LIB3431-041-P2-K1-B9 

BLASTX 

gl652217 

269 

1.0e-23 

107 

54 

(D90903) hypothetical protein [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401227 

LIB3431-041-P2-K1-C11 

BLASTX 

g417260 

322 

1.0e-29 

80 

75 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401228 

LIB3431-041-P2-K1-C12 

BLASTX 

g4689380 

402 

2.0e-39 

78 

95 

(AF1394 
[Vigna 



65) LHCII type III chlorophyll a/b binding protein 
radiatal 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401229 

LIB3431-041-P2-K1-C2 

BLASTX 

g4582455 

185 

9.0e-14 

99 

36 

(AC007071) 
thaliana] 



putative receptor protein kinase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401230 

LIB3431-041-P2-K1-C5 

BLASTX 

g2662343 

711 

2.0e-75 

140 

99 

(D63581) EF-1 alpha [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 



401231 

LIB3431-041-P2-K1-C7 
BLASTX 



51443 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3551954 
349 

9.0e-33 

137 

51 

(AF082030) senescence-associated protein 5 [Hemerocallis 
hybrid cultivar] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401232 

LIB3431-041-P2-K1-C8 

BLASTN 

g432606 

75 

4.0e-34 

154 

99 

ricl=ras-related GTP binding protein possessing GTPase 
activity [Oryza sativa=rice, Yamahoushi, callus, mRNA, 955 
nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401233 

LIB3431-041-P2-K1-D12 

BLASTX 

gl707998 

612 

1.0e-63 

150 

80 

SERINE HYDROXYMETHYLTRANSFERASE , MITOCHONDRIAL PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 

(SHMT) >gi_481944_pir S40218 glycine 

hydroxymethyltransf erase (EC 2.1.2.1) - potato 
>gi_438247_emb_CAA81082_ (Z25863) glycine 
hydroxymethyltransf erase [Solanum tuberosum] 



Seq. No. 


401234 


Seq. ID 


LIB3431-041-P2-K1-D2 


Method 


BLASTN 


NCBI GI 


g6006355 


BLAST score 


132 


E value 


6.0e-68 


Match length 


197 


% identity 


46 


NCBI Description 


Oryza sativa genomic 


Seq. No. 


401235 


Seq. ID 


LIB3431-041-P2-K1-D3 


Method 


BLASTX 


NCBI GI 


g4877984 


BLAST score 


369 


E value 


3.0e-35 


Match length 


143 


% identity 


57 


NCBI Description 


(AF145755) THA4 [Zea : 


Seq. No. 


401236 


Seq. ID 


LIB3431-041-P2-K1-D6 



51444 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g5903095 

159 

2.0e-10 

49 

61 

(AC008017) Unknown protein [Arabidopsis thaliana] 



401237 

LIB34 31-04 1-P2-K1-D7 

BLAST N 

g218154 

46 

1.0e-16 

46 

100 

Oryza sativa gene for cytoplasmic aldolase, 
clone :A1 dp 



complete cds, 



Seq. No. 


401238 


Seq. ID 


LIB3431-041-P2-K1-E10 


Method 


BLASTX 


NCBI GI 


g3582335 


BLAST score 


745 


E value 


3.0e-88 


Match length 


165 


% identity 


95 


NCBI Description 


(AC0054 96) unknown protein [Arabidopsis thaliana] 


Seq. No. 


401239 


Seq. ID 


LIB3431-041-P2-K1-E11 


Method 


BLASTX 


NCBI GI 


gl29915 


BLAST score 


493 


E value 


9.0e-50 


Match length 


131 


% identity 


78 


NCBI Description 


PHOSPHOGLYCERATE KINASE, CHLOROPLAST PRECURSOR 




>gi 66912 pir TVWTGC phosphoglycerate kinase (EC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor, chloroplast - wheat >gi_21833_emb_CAA33303_ 
(X15233) phosphoglycerate kinase (AA 1 - 480) [Triticum 
aestivum] >gi_3293043_emb_CAA51931_ (X73528) 
phosphoglycerate kinase [Triticum aestivum] 

401240 

LIB3431-041-P2-K1-E12 

BLASTX 

g3128167 

202 

2.0e-15 

155 

35 

(AC004521) hypothetical protein [Arabidopsis thaliana] 
>gi_3212874 (AC004005) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No. 



401241 



51445 



Seq. ID 


LIB3431-041-P2-K1-E2 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


36 


E value 


3.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 mRNA, complete 


Seq. No. 


401242 


Seq. ID 


LIB3431-041-P2-K1-E3 


Method 


BLASTX 


NCBI GI 


g3986695 


BLAST score 


519 


E value 


7.0e-53 


Match length 


122 


% identity 


86 


NCBI Description 


(AF101423) ribosomal protein L12 


Seq. No. 


401243 


Seq. ID 


LIB3431-041-P2-K1-E5 


Method 


BLASTX 


NCBI GI 


gl31388 


BLAST score 


188 


E value 


4.0e-14 


Match length 


87 


% identity 


56 


NCBI Description 


OXYGEN-EVOLVING ENHANCER PROTEIN 



SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_100831_pir S16260 

photosystem II oxygen-evolving complex protein 1 - common 
wheat x Sanduri wheat >gi_21844_emb_CAA4 0670_ (X57408) 
33kDa oxygen evolving protein of photosystem II [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401244 

LIB3431-041-P2-K1-E6 

BLASTX 

g3075488 

426 

2.0e-51 

126 

84 

(AF058796) chlorophyll a/b-binding protein [Oryza sativa] 
401245 

LIB3431-041-P2-K1-E7 

BLASTN 

g3885887 

355 

0.0e+00 

363 

100 

Oryza sativa high mobility group protein (HMG) mRNA, 
complete cds 



Seq. No. 



401246 



51446 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-041-P2-K1-E8 

BLASTX 

g3386621 

511 

7.0e-52 

117 

85 

(AC004665) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401247 

LIB3431-041-P2-K1-E9 

BLASTX 

g3980400 

487 

5.0e-49 

166 

58 

(AC004561) putative tropinone reductase [Arabidopsis 
thaliana] 



O 



□ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401248 

LIB3431-041-P2-K1-F1 

BLASTX 

g3377797 

295 

1.0e-26 

116 

53 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401249 

LIB3431-041-P2-K1-F11 

BLASTN 

g2072554 

307 

1.0e-172 

319 

99 

Oryza sativa metallothionein-like protein mRNA, 
cds 



complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401250 

LIB3431-041-P2-K1-F12 

BLASTX 

gl835731 

537 

7.0e-55 

114 

90 

(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 



Seq. No. 
Seq. ID 



401251 

LIB3431-041-P2-K1-F2 



51447 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl31225 

386 

1.0e-37 

83 
90 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 



HI 

OS 



b 



Seq. No. 


401252 


Seq. ID 


LIB3431-041-P2-K1-F4 


L v itr Uiiuu 


DiinO 1 *\ 


NCBI GI 


g2660677 


BLAST score 


418 


E value 


4.0e-41 


Match length 


124 


% identity 


62 


NCBI Description 


(AC002342) unknown protein [Arabidopsis thaliana] 


Seq. No. 


401253 


Seq. ID 


LIB3431-041-P2-K1-F5 


MetnOu 


DT ACTM 


NCBI GI 


g2293567 


BLAST score 


165 


E value 


6.0e-88 


Match length 


197 


% identity 


96 


NCBI Description 


Oryza sativa HvB12D homolog mRNA, complete cds 


Seq. No. 


401254 


Seq, ID 


LIB3431-041-P2-K1-F6 


I v Jc LilvJU 


D±jr\0 1 IN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


8-0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


401255 


Seq. ID 


LIB3431-041-P2-K1-F7 


Method 


BLASTX 


NCBI GI 


g2980805 


BLAST score 


596 


E value 


8.0e-62 


Match length 


145 


% identity 


77 


NCBI Description 


(AL022197) putative protein [Arabidopsis thaliana 


Seq. No. 


401256 


Seq. ID 


LIB3431-041-P2-K1-F8 


Method 


BLASTX 


NCBI GI 


g4007792 


BLAST score 


316 


E value 


6.0e-29 



51448 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



148 
43 

(AL0344 63) Xenopus 14s cohesin smcl subunit homolog 
[Schizosaccharomyces pombe] 

401257 

LIB3431-041-P2-K1-F9 

BLASTX 

gl084455 

565 

3.0e-58 

125 

86 

peptidylprolyl isomerase (EC 5.2.1.8) Cyp2 - rice 
>gi_600767 (L29469) cyclophilin 2 [Oryza sativa] 

401258 

LIB3431-041-P2-K1-G11 

BLASTX 

gll68537 

532 

2.0e-54 

125 

75 

ASPARTIC PROTEINASE PRECURSOR >gi_82458_pir JS0732- 

aspartic proteinase (EC 3.4.23.-) - rice 
>gi_218143_dbj_BAA02242_ (D12777) aspartic proteinase 
[Oryza sativa] 

401259 

LIB3431-041-P2-K1-G12 

BLASTX 

g82080 

154 

3.0e-10 

57 

56 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

401260 

LIB3431-041-P2-K1-G7 

BLASTX 

g2293480 

228 

4.0e-19 

51 

86 

(AF011331) glycine-rich protein [Oryza sativa] 
401261 

LIB3431-041-P2-K1-G8 

BLASTN 

g3819215 

49 

3.0e-18 



51449 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



69 
93 

Hordeum vulgare partial mRNA; clone CMWG0706 
401262 

LIB3431-041-P2-K1-G9 

BLASTX 

gll9958 

428 

4.0e-42 

123 

70 

FERREDOXIN III PRECURSOR (FD III) >gi_168473 (M73831) 
ferredoxin [Zea mays] >gi_18 64001_dbj_BAA19251_ (AB001387) 

Fd III [Zea mays] >gi_444 68 6_prf 1907324C 

ferredoxin: ISOTYPE=III [Zea mays] 

401263 

LIB3431-041-P2-K1-H1 

BLASTN 

g2570510 

102 

2.0e-50 

149 

92 

Oryza sativa chlorophyll a-b binding protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401264 

LIB3431-041-P2-K1-H10 

BLASTX 

g542200 

143 

7.0e-09 

55 

53 

hypothetical protein - garden asparagus 
>gi_452714_emb_CAA54526_ (X77320) unknown [Asparagus 
officinalis] 

401265 

LIB3431-041-P2-K1-H3 

BLASTX 

gl32105 

682 

6.0e-72 

148 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



51450 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401266 

LIB3431-041-P2-K1-H7 

BLASTN 

g5410347 

90 

6.0e-43 

258 

84 

Sorghum bicolor BAC clone 110K5, partial sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401267 

LIB3431-041-P2-K1-H8 

BLASTX 

g3126854 

634 

2.0e-66 

122 

98 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 



O 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



401268 

LIB3431-042-P1-K1-A1 

BLASTX 

g2407281 

662 

1.0e-69 

129 

95 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

401269 

LIB3431-042-P1-K1-A2 

BLASTX 

g4733937 

343 

3.0e-32 

142 

46 

(AF080245) sesquiterpene synthase [Elaeis oleifera] 
401270 

LIB3431-042-P1-K1-A3 

BLASTX 

g3183079 

620 

1.0e-64 

141 

84 

MALATE DEHYDROGENASE, GLYOXYSOMAL PRECURSOR 
>gi_1375075_dbj_BAA12870.1_ (D85763) glyoxysomal malate 
dehydrogenase [Oryza sativa] 

401271 

LIB3431-042-P1-K1-A4 
BLASTX 



51451 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl261917 
318 

3.0e-29 

98 

59 

(X96979) lipid transfer protein 7a2b [Hordeum vulgare] 
401272 

LIB3431-042-P1-K1-A5 

BLASTX 

g2129608 

594 

1.0e-61 

138 

81 

GTP-binding protein, 68K - Arabidopsis thaliana >gi_807577 
(L38614) GTP-binding protein [Arabidopsis thaliana] 



a — e 
EH 

m 

Q 

L-E. 

01 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length. 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401273 

LIB3431-042-P1-K1-A8 

BLASTX 

g6056199 

281 

6.0e-25 

116 

46 

(AC009400) unknown protein [Arabidopsis thaliana] 
401274 

LIB3431-042-P1-K1-A9 

BLASTX 

g347451 

255 

6.0e-22 

99 

54 

(L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 
sativa] 



Seq. No. 401275 

Seq. ID LIB3431-042-P1-K1-B1 

Method BLASTX 

NCBI GI g4972067 

BLAST score 247 

E value 6.0e-21 

Match length 106 

% identity 51 

NCBI Description (AL0784 67) putative protei [Arabidopsis thaliana] 

Seq. No. 401276 

Seq. ID LIB3431-042-P1-K1-B11 

Method BLASTN 

NCBI GI g4959460 

BLAST score 36 

E value 1.0e-10 

Match length 36 

% identity 100 



51452 



NCBI Description 



Zea mays RACB small GTP binding protein mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401277 

LIB3431-042-P1-K1-B12 

BLASTX 

g729135 

584 

2.0e-60 

144 

76 

CAFFEIC ACID 3-O-METHYLTRANSFERASE 

( S-ADENOSYSL-L-METHIONINE : CAFFEIC ACID 

3-O-METHYLTRANSFERASE) (COMT) >gi_283034_pir S28612 

catechol O-methyltransf erase (EC 2.1.1.6) - maize 
>gi_168532 (M73235) O-methyltransf erase [Zea mays] 

401278 

LIB3431-042-P1-K1-B3 

BLASTX 

g5733882 

299 

5.0e-27 

136 

52 

(AC007932) Similar to gb_Y12465 serine/threonine^. kinase 
from Sorghum bicolor and contains a PF_00069 Eukaryotic 
protein kinase domain. [Arabidopsis thaliana] 



U 

B 

2 

LJ 

ps*. 



Seq. No. 


401279 


Seq. ID 


LIB3431-042-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


g2065017 


BLAST score 


290 


E value 


5.0e-26 


Match length 


115 


% identity 


46 


NCBI Description 


(Y09822) hypothetical prot< 


Seq. No. 


401280 


Seq. ID 


LIB3431-042-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


g871931 


BLAST score 


416 


E value 


9.0e-41 


Match length 


111 


% identity 


78 


NCBI Description 


(D30763) ferredoxin [Oryza 


Seq. No. 


401281 


Seq. ID 


LIB3431-042-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


gl33936 


BLAST score 


221 


E value 


6.0e-18 


Match length 


70 


% identity 


67 


NCBI Description 


CHLOROPLAST 30S RIBOSOMAL 



51453 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ribosomal protein S3 - rice chloroplast 
>gi_12025_emb_CAA33934_ (X15901) ribosomal protein S3 

[Oryza sativa] >gi_226646j?rf 1603356BW ribosomal protein 

S3 [Oryza sativa] 

401282 

LIB3431-042-P1-K1-B9 

BLASTN 

g2286152 

53 

8.0e-21 

73 
93 

Zea mays cytoplasmic malate dehydrogenase mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
. E value' 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 



401283 

LIB3431-042-P1-K1-C10 

BLASTX 

g2754849 

574 

3.0e-59 

124 

89 

(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 

401284 

LIB3431-042-P1-K1-C11 

BLASTX 

gl32105 

525 

1.0e-53 

115 

86 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1 , 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401285 

LIB3431-042-P1-K1-C2 

BLASTX 

g4567284 

162 

5.0e-ll 
51 

63 

(AC006841) unknown protein [Arabidopsis thaliana] 
401286 

LIB3431-042-P1-K1-C4 



51454 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

gl483563 

676 

3.0e-71 

139 

91 

(X99825) 



leucine aminopeptidase [Petroselinum crispum] 



401287 

LIB3431-042-P1-K1-C5 

BLASTX 

gl32105 

546 

5.0e-56 

129 

82 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375__prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401288 

LIB3431-042-P1-K1-C6 

BLASTX 

g3915131 

613 

7.0e-64 

119 

100 

THIOREDOXIN H-TYPE (TRX-H) (PHLOEM SAP 13 KD PROTEIN-1) 
>gi_426442_dbj_BAA04864_ (D21836) thioredoxin h [Oryza 
sativa] >gi_454882_dbj_BAA0554 6_ (D26547) rice thioredoxin 
h [Oryza sativa] >gi_1930072 (U92541) thioredoxin h [Oryza 
sativa] 

401289 

LIB3431-042-P1-K1-C7 

BLASTX 

g417260 

412 

2.0e-40 

126 

66 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 

401290 

LIB3431-042-P1-K1-C8 

BLASTX 

g4079798 

335 



51455 



E value 
Match length 
% identity 
NCBI Description 



3.0e-31 

111 

62 

(AF052203) 23 kDa polypeptide of photosystem II [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



401291 

LIB3431-042-P1-K1-C9 

BLASTX 

g2911068 

199 

2.0e-15 

43 

79 

(AL021960) GlO-like protein [Arabidopsis thaliana] 
401292 

LIB3431-042-P1-K1-D12 

BLASTX 

g322867 

520 

' 5.0e-53 
135 
75 

translation initiation factor eIF-4F isozyme form subunit 
p82 - wheat 

401293 

LIB34 31-042-P1-K1-D3 

BLASTX 

g3914603 

287 

1.0e-25 

134 

51 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 
(U74321) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase [Oryza sativa] 

401294 

LIB3431-042-P1-K1-D4 

BLASTX 

g733454 

503 

6.0e-51 

118 

81 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

401295 

LIB3431-042-P1-K1-D6 

BLASTX 

g3913018 

740 

9.0e-79 



51456 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor - rice 

type I light-harvesting 



143 
99 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
(ALDP) >gi_218155_dbj_BAA02730_ (D13513) chloroplastic 
aldolase [Oryza sativa] 

401296 

LIB3431-042-P1-K1-D7 
BLASTX 
g320618 
565 

3.0e-58 
124 
86 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

401297 

LIB3431-042-P1-K1-D8 

BLASTX 

g320618 

652 

2.0e-68 

122 

99 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

401298 

LIB3431-042-P1-K1-D9 

BLASTX 

g320618 

536 

7.0e-55 

118 

86 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 
>gi 227611 prf 17Q7316A chlorophyll a/b binding protein 1 
[Oryza sativa] 



precursor - rice 

type I light-harvesting 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401299 

LIB3431-042-P1-K1-E1 

BLASTN 

g6016845 

89 

3.0e-42 

146 

92 

Oryza sativa genomic DNA, 



chromosome 1, clone : P0711E10 



51457 



□ 

. Fx 
01 



Z - 

D 



Seq. No. 


401300 


Seq. ID 


LIB3431-042-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


gl00796 


BLAST score 


712 


E value 


2.0e-75 


Match length 


143 


% identity 


93 


NCBI Description 


phosphoribulokinase (EC 2.7.1.19) 


Seq. No. 


401301 


Seq. ID 


LIB3431-042-P1-K1-E3 


Method 


BLASTN 


NCBI GI 


g902200 


BLAST score 


296 


E value 


1.0e-166 


Match length 


388 


% identity 


49 


NCBI Description 


Z.mays complete chloroplast genome 


Seq. No. 


401302 


Seq. ID 


LIB3431-042-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


g320618 


BLAST score 


472 


E value 


2.0e-47 


Match length 


105 


% identity 


85 


NCBI Description 


chlorophyll a/b-binding protein I 3 




>gi_218172_dbj_BAA00536_ (D00641) 



wheat 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



precursor - rice 
type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

401303 

LIB3431-042-P1-K1-E6 

BLASTX 

g3582335 

728 

2.0e-77 

141 

92 

(AC0054 96) unknown protein [Arabidopsis " thaliana] 
401304 

LIB3431-042-P1-K1-E7 

BLASTN 

g2072724 

384 

0.0e+00 

403 

99 

0. sativa mRNA for Fd-GOGAT, partial, clone OsGogl 
401305 

LIB3431-042-P1-K1-E8 



51458 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl32105 

657 

5.0e-69 

140 

89 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



,=3. 

m 

05 



i — 

m 



Seq. No. 


401306 


Seq. ID 


LIB3431-042-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


g2570515 


BLAST score 


640 


E value 


5.0e-67 


Match length 


134 


% identity 


96 


NCBI Description 


(AF022740) glycolate oxidase [Oryza sativa] 


Seq. No. 


401307 


Seq. ID 


LIB3431-042-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


677 


E value 


2.0e-71 


Match length 


132 


% identity 


95 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 



C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401308 

LIB3431-042-P1-K1-F10 

BLASTX 

g82080 

432 

l.O'e-42 

122 

68 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 



Seq. No. 



401309 



51459 



fx* 

S 
IJ> 

5 - 



Seq. ID 


LIB3431-042-P1-K1-F11 


Method 


BLASTN 


NCBI GI 


g2407280 


BLAST score 


44 


E value 


4.0e-16 


Match length 


56 


% identity 


95 


NCBI Description 


Oryza sativa ribulose 1, 5-bisphosphat< 




subunit mRNA, complete cds 


Seq. No. 


401310 


Seq. ID 


LIB3431-042-P1-K1-F5 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


36 


E value 


1.0e-10 


Match length 


36 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


401311 


Seq. ID 


LIB3431-042-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


g3868756 


BLAST score 


699 


E value 


5.0e-74 


Match length 


136 


% identity 


93 


NCBI Description 


(D86611) catalase [Oryza sativa] 


Seq. No. 


401312 


Seq. ID 


LIB3431-042-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


g548603 


BLAST score 


372 


E value 


1.0e-35 


Match length 


113 


% identity 


69 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_478404_pir JQ2247 photosystem I chain D precursor - 

barley >gi_167085 (M98254) PSI-D subunit [Hordeum vulgare] 

401313 

LIB3431-042-P1-K1-G1 

BLASTX 

gl353352 

197 

4.0e-15 

54 

72 

(U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 

401314 

LIB3431-042-P1-K1-G10 
BLASTX 



51460 



NCBI GI 


g3789954 


BLAST score 


667 


E value 


3.0e-70 


Match length 


124 


% identity 


100 


NCBI Description 


(AF094776) chlorophyll a/b-binding protein pr< 




sativa] 


Seq. No. 


401315 


Seq. ID 


LIB3431-042-P1-K1-G11 


Method 


BLASTN 


NCBI GI 


g5803242 


BLAST score 


86 


E value 


2.0e-40 


Match length 


157 


% identity 


20 


NCBI Description 


Oryza sativa genomic DNA, chromosome 6, clone 


Seq. No. 


401316 


Seq. ID 


LIB3431-042-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


gll73347 


BLAST score 


711 


E value 


2.0e-75 


Match length 


141 


% identity 


94 


NCBI Description 


SEDOHEPTULOSE-1, 7-BISPHOSPHATASE, CHLOROPLAST 



(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) (SED (1,7) P2ASE) 

>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265_emb_CAA4 6507_ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401317 

LIB3431-042-P1-K1-G2 

BLASTX 

gl708424 

408 

8.0e-40 

112 

65 

ISOFLAVONE REDUCTASE HOMOLOG >gi_1230614 (U48590) 
isoflavone reductase-like protein [Lupinus albus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401318 

LIB3431-042-P1-K1-G3 

BLASTN 

gl658312 

104 

3.0e-51 

104 

50 

0. sativa osr40g2 gene 



Seq. No. 
Seq. ID 
Method 



401319 

LIB3431-042-P1-K1-G4 
BLASTX 



51461 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl32105 
632 

4.0e-66 

135 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



m 

w 

J? 

p 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401320 

LIB3431-042-P1-K1-G5 

BLASTX 

g3426051 

577 

1.0e-59 

135 
84 

(AC005168) hypothetical protein [Arabidopsis thaliana] 
401321 

LIB3431-042-P1-K1-G6 

BLASTX 

g3915096 

507 

6.0e-58 

137 

85 

TRANS-CINNAMATE 4 -M0N0OXYGENASE (CINNAMIC ACID 

4 -HYDROXYLASE) (CA4H) (C4H) (P450C4H) (CYTOCHROME P450 73) 

>gi_1574 976 (U47293) trans-cinnamate 4-hydroxylase [Populus 

tremuloides] 



Seq. No. 


401322 


Seq. ID 


LIB3431-042-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


gl617197 


BLAST score 


304 


E value 


1.0e-27 


Match length 


76 


% identity 


76 


NCBI Description 


(Z72488) CP12 [Nicotiana 


Seq. No. 


401323 


Seq. ID 


LIB3431-042-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g2190992 


BLAST score 


301 


E value 


3.0e-27 


Match length 


117 


% identity 


51 


NCBI Description 


(AF004358) glutathione S- 



51462 



tauschii] 



m 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401324 

LIB3431-042-P1-K1-H1 
BLASTX 
gl28191 
480 

3.0e-48 
134 
77 

NITRATE REDUCTASE [NAD (P) H] 
reductase (NAD(P)H) (EC 1.6 
>gi_19065_emb_CAA42739_ (X60173) 
(NAD(P)H) [Hordeum vulgare] 

401325 

LIB3431-042-P1-K1-H10 

BLASTX 

g3789954 

615 

4.0e-64 
115 
99 

(AF094776) 
sativa] 



>gi_66210_pir RDBHNP nitrate 

6.2) - barley 

nitrate reductase 



chlorophyll a/b-binding protein precursor [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401326 

LIB3431-042-P1-K1-H12 

BLASTX 

gll73347 

201 

1.0e-15 

66 

64 

SEDOHEPTULOSE-l,7-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 
( SEDOHEPTULOSE-BI SPHOSPHATASE ) ( SBPASE ) ( SED (1,7) P2 ASE ) 

>gi__100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265_emb_CAA4 6507_ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 
aestivum] 

401327 

LIB3431-042-P1-K1-H2 

BLASTX 

g6093778 

370 

2.0e-35 

103 

75 

PROTEASOME COMPONENT C3 (MACROPAIN SUBUNIT C3) 

( MULT I CAT AL YT I C ENDOPEPTIDASE COMPLEX SUBUNIT C3) 

>gi_2511574_emb_CAA73619.1_ (Y13176) multicatalytic 

endopeptidase [Arabidopsis thaliana] >gi_3421075 (AF043520) 

20S proteasome subunit PAB1 [Arabidopsis thaliana] 

>gi_4 966368_gb_AAD34 699.1_AC006341_27 (AC006341) Identical 

to gb_Y13176 Arabidopsis thaliana mRNA for proteasome 

subunit prc3. ESTs gb_H36972, gb_T22551 and gb_T13800 come 



51463 



from this gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401328 

LIB3431-042-P1-K1-H3 

BLASTX 

g3420052 

485 

8.0e-51 

137 

77 

(AC004680) 
thaliana] 



putative ubiqinone reductase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



401329 

LIB3431-042-P1-K1-H4 

BLASTX 

g3288821 

666 

4.0e-70 

138 

90. 

(AF063901) alanine rglyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 
>gi_4733989_gb_AAD28669.1_AC007209_5 (AC007209) 
alanine-glyoxylate aminotransferase [Arabidopsis thaliana] 

401330 

LIB3431-042-P1-K1-H5 

BLASTX 

g82080 

455 

2.0e-45 

131 

67 

chlorophyll a/b-binding protein- type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

401331 

LIB3431-042-P1-K1-H6 

BLASTX 

gll5815 

275 

1.0e-24 

57 

91 

CHLOROPHYLL A-B BINDING PROTEIN M9 PRECURSOR (LHCII TYPE I 

CAB-M9) (LHCP) >gi_100866_pir S13098 chlorophyll 

a/b-binding protein precursor - maize 
>gi_22355_emb_CAA39376_ (X55892) light-harvesting 
chlorophyll a/b binding protein [Zea mays] 

401332 

LIB3431-042-P1-K1-H7 

BLASTX 

g3914466 

366 



51464 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-35 

67 

97 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
(PSI-N) >gi_2981214 (AF052429) photosystem I complex PsaN 
subunit precursor [Zea mays] 

401333 

LIB3431-042-P1-K1-H9 

BLASTN 

g3885887 

371 

0.0e+00 

378 

100 

Oryza sativa high mobility group protein (HMG) mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401334 

LIB3431-042-P1-N1-A3 

BLASTX 

g3183079 

210 

1.0e-16 

58 

74 

MALATE DEHYDROGENASE, GLYOXYSOMAL PRECURSOR 
>gi_1375075_dbj_BAA12870. 1_ (D85763) glyoxysomal malate 
dehydrogenase [Oryza sativa] 

401335 

LIB3431-042-P1-N1-A4 

BLASTX 

gl071925 

194 

9.0e-15 

51 

65 

Cw-19 peptide, non specific lipid transfer protein, 
precursor - barley >gi_510528_emb_CAA48 623__ (X68656) Cw-19 
peptide, non specific lipid transfer protein [Hordeum 
vulgare] 

401336 

LIB3431-042-P1-N1-A5 

BLASTX 

g2129825 

391 

1.0e-37 

93 

83 

dynamin-like protein phragmoplastin 12 - soybean 
>gi_1217994 (U25547) SDL [Glycine max] 



Seq. No. 
Seq. ID 
Method 



401337 

LIB3431-042-P1-N1-A8 
BLASTX 



51465 



u 



§ac s s 



NCBI GI 


g6056199 


BLAST score 


149 


E value 


2.0e-09 


Match length 


80 


% identity 


39 


NCBI Description 


(AC009400) unknown protein [Arabidopsis 


Seq. No. 


401338 


Seq. ID 


LIB3431-042-P1-N1-B1 


Method 


BLASTX 


NCBI GI 


g4972067 


BLAST score 


195 


E value 


2.0e-15 


Match length 


107 


% identity 


50 


NCBI Description 


(AL0784 67) putative protei [Arabidopsis 


Seq. No. 


401339 . 


Seq. ID 


LIB3431-042-P1-N1-B12 


Method 


BLASTX 


NCBI GI 


g729135 


BLAST score 


315 


E value 


7.0e-29 


Match length 


74 


% identity 


78 


NCBI Description 


CAFFEIC ACID 3-O-METHYLTRANSFERASE 




( S-ADENOSYSL-L-METHIONINE : CAFFEIC ACID 




3-0-METHYLTRANSFERASE) (COMT) >gi_28303- 




catechol O-methyltransferase (EC 2.1.1." 




>gi_168532 (M73235) O-methyltransferase 


Seq. No. 


401340 


Seq. ID 


LIB3431-042-P1-N1-B3 


Method 


BLASTX 


NCBI GI 


g3158476 


BLAST score 


270 


E value 


2.0e-23 


Match length 


65 


% identity 


75 


NCBI Description 


(AF067185) aquaporin 2 [Samanea saman] 


Seq. No. 


401341 


Seq. ID 


LIB3431-042-P1-N1-B4 


Method 


BLASTX 


NCBI GI 


g2065019 


BLAST score 


258 


E value 


3.0e-22 


Match length 


95 


% identity 


25 



NCBI Description (Y09823) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



401342 

LIB3431-042-P1-N1-B5 

BLASTX 

g871931 

161 

8.0e-ll 



51466 



Match length 


44 


% identity 


75 


NCBI Description 


(D30763) ferredoxin [Oryza sativai 


Seq. No. 


401343 


Seq. ID 


LIB3431-042-P1-N1-B6 


Method 


BLASTN 


Vt \^ O X vJ J- 


gll957 


BLAST score 


368 


E value 


0.0e+00 


Match length 


492 


% identity 


95 


NCBI Description 


Rice complete chloroplast genome 


Seq. No. 


401344 


Seq. ID 


LIB3431-042-P1-N1-B8 


Method 


BLASTX 


NCBI GI 


g517500 


BLAST score 


393 


V ira 1 no 


*i • VJC JO 


Match length 


94 


% identity 


82 


NCBI Description 


(M87435) precursor of the oxygen i 




protein [Zea mays] >gi 444338_prf_ 




OE17 protein [Pisum sativum] 


Seq. No. 


401345 


Seq. ID 


LIB34 31-04 2-P1-N1-B9 


Method 


BLASTX 


NCBI GI 


g517500 


BLAST score 


421 


E value 




Match length 


112 


% identity 


76 


NCBI Description 


(M87435) precursor of the oxygen i 




protein [Zea mays] >gi 444338 prf 




OE17 protein [Pisum sativum] 


Seq. No. 


401346 


Seq. ID 


LIB3431-042-P1-N1-C1 


Method 


BLASTX 


NCBI GI 


gl31225 


BLAST score 


311 


E value 


1.0e-28 


Match length 


76 


% identity 


76 



1906386A photosystem II 



NCBI Description 



PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



401347 

LIB3431-042-P1-N1-C10 

BLASTX 

g2754849 

394 

4.0e-38 



51467 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



87 
86 

(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 

401348 

LIB3431-042-P1-N1-C11 

BLASTX 

gl32105 

421 

3.0e-41 

76 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094__pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375j?rf^ 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%• identity 

NCBI Description 



401349 

LIB3431-042-P1-N1-C4 

BLASTX 

gl483563 

265 

6.0e-23 

53 

92 

(X99825) leucine aminopeptidase [Petroselinum crispum] 
401350 

LIB3431-042-P1-N1-C5 

BLASTX 

g671740 

227 

1.0e-18 

56 

79 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



401351 

LIB3431-042-P1-N1-C6 

BLASTN 

g454881 

207 

1.0e-113 

234 

97 

Rice gene for thioredoxin h, 



complete cds 



Seq. No. 
Seq. ID 
Method 



401352 

LIB3431-042-P1-N1-C7 
BLASTX 



51468 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



g417260 
406 

2.0e-39 

128 

65 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA4 8706_ (X68807) 
light-regulated gene [Oryza sativa] 

401353 

LIB3431-042-P1-N1-C9 

BLASTN 

g4079797 

66 

1.0e-28 

246 

81 

Oryza sativa 23 kDa polypeptide of photosystem II mRNA, 
complete cds 

401354 

LIB3431-042-P1-N1-D10 

BLASTX 

gl32105 

522 

4.0e-53 

94 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375j?rf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401355 

LIB3431-042-P1-N1-D11 

BLASTX 

gll5787 

402 

5.0e-39 

77 

99 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

401356 

LIB3431-042-P1-N1-D12 

BLASTN 

g452439 

68 



51469 



E value 
Match length 
% identity 
NCBI Description 



1.0e-29 

201 

87 

Wheat (clone p80k-34) initiation factor isozyme 4F p82 
subunit mRNA, complete cds 



Seq. No. 


401357 


Seq. ID 


LIB3431-042-P1-N1-D6 


Method 


BLASTX 


NGBI GI 


g2407279 


BLAST score 


188 


E value 


4.0e-14 


Match length 


40 


% identity 


95 


NCBI Description 


(AF017362) aldolase [Oryza sativa] 


Seq. No. 


401358 


Seq. ID 


LIB3431-042-P1-N1-D7 


Method 


BLASTX 


NCBI GI 


gll5787 


BLAST score 


417 


E value 


6.0e-41 * 


Match length 


79 


% identity 


100 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



CAB-2) (LHCP) >gi_824 61_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

401359 

LIB3431-042-P1-N1-D8 

BLASTX 

g3036951 

341 

6.0e-32 

66 

98 

(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

401360 

LIB3431-042-P1-N1-D9 

BLASTX 

g3036951 

334 

4.0e-31 

66 

97 

(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

401361 

LIB3431-042-P1-N1-E10 

BLASTX 

g6041819 

220 



51470 



E value 


1 . Oe-17 


Match length 


95 


% identity 


47 


NCBI Description 


(AC009918) unknown protein [Arabidopsis thaliana] 


Seq. No. 


401362 


Seq. ID 


LIB3431-042-P1-N1-E2 


Method 


BLASTX 


NCBI GI 


g21839 


BLAST score 


361 


E value 


3. Oe-34 


Match length 


74 


% identity 


96 


NCBI Description 


(X57952) phosphoribulokinase [Triticum aestivum] 


Seq. No. 


401363 


Seq. ID 


LIB34 31-04 2-P1-N1-E3 


Method 


BLASTX 


NCBI GI 


gll73275 


BLAST score 


653 


E value 


2.0e-68 


Match length 


147 


% identity 


91 


NCBI Description 


CHLOROPLAST 30S RIBOSOMAL PROTEIN S7 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_2119068_pir S58630 ribosomal protein S7 - maize . 

chloroplast >gi_902274__emb_CAA60339_ (X86563) ribosomal 
protein S7 [Zea mays] >gi_902298_emb_CAA60362_ (X86563) 
ribosomal protein S7 [Zea mays] 

401364 

LIB3431-042-P1-N1-E5 

BLASTX 

gll5787 

578 

1.0e-59 

111 

100 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



401365 

LIB3431-042-P1-N1-E6 

BLASTX 

g3582335 

191 

2.0e-14 

62 

60 

(AC0054 96) unknown protein 
401366 

LIB34 31-042-P1-N1-E7 

BLASTN 

g2072726 



[Arabidopsis thaliana] 



51471 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

.E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



396 

0.0e+00 

455 

97 

O.sativa mRNA for Fd-GOGAT, partial, clone OsGog2 
401367 

LIB3431-042-P1-N1-E8 

BLASTX 

g671740 

320 

1.0e-29 

61 

98 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 

401368 

LIB3431-042-P1-N1-E9 

BLASTX 

g!32105 

326 

3.0e-30 

61 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094 jpir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401369 

LIB3431-042-P1-N1-F1 

BLASTX 

g671740 

233 

3.0e-19 

47 

96 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 

401370 

LIB3431-042-P1-N1-F10 

BLASTX 

gll5813 

233 

2.0e-19 

53 
85 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB- 8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 



51472 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401371 

LIB3431-042-P1-N1-F11 

BLAST N 

g2407280 

44 

4.0e-16 
56 

Oryza sativa ribulose 1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401372 

LIB3431-042-P1-N1-F12 

BLASTX 

g733456 

306 

6.0e-28 

67 

91 

(U23189) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 



CP 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401373 

LIB3431-042-P1-N1-F2 

BLASTX 

g548603 

204 

2.0e-16 

42 

93 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_478404_pir JQ2247 photosystem I chain D precursor - 

barley >gi_167085 (M98254) PSI-D subunit [Hordeum vulgare] 



Seq. No. 


401374 


Seq. ID 


LIB3431-042-P1-N1-F6 


Method 


BLASTX 


NCBI GI 


g3929924 


BLAST score 


298 


E value 


6.0e-27 


Match length 


56 


% identity 


100 


NCBI Description 


(AB020502) catalase [Oryza sativa] 


Seq. No. 


401375 


Seq. ID 


LIB3431-042-P1-N1-F7 


Method 


BLASTX 


NCBI GI 


g548603 


BLAST score 


562 


E value 


7.0e-58 


Match length 


110 


% identity 


97 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT 



(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_478404_pir JQ2247 photosystem I chain D precursor 



51473 



barley >gi_167085 (M98254) PSI-D subunit [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401376 

LIB3431-042-P1-N1-G1 

BLASTX 

gl353352 

197 

4.0e-15 

54 

72 

(U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 

401377 

LIB3431-042-P1-N1-G10 

BLASTX 

g3789954 

174 

2.0e-12 
31 

100 . 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 



Seq. No. 

Seq. ID . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401378 

:LTB3431-042-P1-N1-G11 
BLASTN . 
g4680189 
84 

3.0e-39 

148 

23 

Oryza sativa subsp. indica putative dnaJ-like protein, 
putative myb-related protein, putative farnesyl 
pyrophosphate synthase, and hypothetical protein genes, 
complete cds 

401379 

LIB3431-042-P1-N1-G2 

BLASTX 

gl708424 

274 

4.0e-24 

92 

57 

ISOFLAVONE REDUCTASE HOMOLOG >gi_1230614 (U48590) 
isoflavone reductase-like protein [Lupinus albus] 

401380 

LIB3431-042-P1-N1-G3 

BLASTN 

gl658312 

100 

9.0e-49 

103 

50 

O. sativa osr40g2 gene 



51474 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

'Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



401381 

LIB3431-042-P1-N1-G4 

BLASTX 

gl32105 

295 

1.0e-26 

57 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094j?ir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401382 

LIB3431-042-P1-N1-G6 

BLASTX 

g3915088 

254 

9.0e-22 
63 

TRANS -CINNAMATE 4 -MONOOXYGENASE (CINNAMIC ACID 
4 -HYDROXYLASE) (CA4H) (C4H) (P450C4H) (CYTOCHROME P450 73) 
>gi_903872 (L38898) trans-cinnamate 4-monooxygenase 
[Petroselinum crispum] 

401383 

LIB3431-042-P1-N1-G8 

BLASTX 

gl617197 

276 

3.0e-24 

71 

70 

(Z72488) CP12 [Nicotiana tabacum] 
401384 

LIB3431-042-P1-N1-G9 

BLASTX 

gl617197 

189 

3.0e-14 

39 

90 

(Z72488) CP12 [Nicotiana tabacum] 
401385 

LIB3431-042-P1-N1-H1 

BLASTX 

gl28191 

343 



51475 



3 

cn 



|,..r., 

O 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value . 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-32 

73 

88 



RDBHNP nitrate 



NITRATE REDUCTASE [NAD (P) H] >gi_66210_pir 

reductase (NAD(P)H) (EC 1.6.6.2) - barley 
>gi_19065_emb_CAA42739_ (X60173) nitrate reductase 
(NAD(P)H) [Hordeum vulgare] 

401386 

LIB3431-042-P1-N1-H10 

BLASTN 

g3789953 

68 

3.0e-30 

100 

92 

Oryza sativa chlorophyll a/b-binding protein precursor 
(Cab26) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

401387 

LIB3431-042-P1-N1-H12 

BLASTN 

g5852077 

179 

3.0e-96 ' . • 

218 

96 

Oryza sativa indica(GLA4) genomic DNA, chromosome 4, BAC 
clone: b6015 

401388 

LIB3431-042-P1-N1-H2 

BLASTN 

gl69820 

90 

7.0e-43 

373 

82 

Oryza sativa triosephosphate isomerase (Rictpi) mRNA, 
complete cds 

401389 

LIB3431-042-P1-N1-H3 

BLASTX 

g5734585 

307 

5.0e-28 

82 

73 

(AJ245861) putative internal rotenone-insensitive NADH 
dehydrogenase [Solanum tuberosum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



401390 

LIB3431-042-P1-N1-H7 

BLASTX 

g3914466 



51476 



BLAST score 


366 


E value 


5.0e-35 


Match length 


67 


% identity 


97 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 


(PSI-N) >gi_2981214 (AF052429) photosystem I complex PsaN 




subunit precursor [Zea mays] 


Seq. No. 


401391 


Seq. ID 


LIB3431-043-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


735 


E value 


4.0e-78 


Match length 


156 


% identity 


90 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 



(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj JBAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 401392 

Seq. ID LIB3431-043-P1-K1-A11 

Method BLASTX 

NCBI GI g3126854 

BLAST score 628 

E value 1.0e-65 

Match length 119 

% identity 99 

NCBI Description (AF061577) chlorophyll a/b binding protein [Oryza sativa] 

Seq. No. 401393 

Seq. ID LIB3431-043-P1-K1-A12 

Method BLASTN 

NCBI GI g3885887 

BLAST score 112 

E value 2.0e-56 

Match length 143 

% identity 96 

NCBI Description Oryza sativa high mobility group protein (HMG) mRNA, 
complete cds 

Seq. No. 401394 

Seq. ID LIB3431-043-P1-K1-A2 

Method BLASTX 

NCBI GI g3150410 

BLAST score 277 

E value 2.0e-24 

Match length 96 

% identity 60 

NCBI Description (AC004165) unknown protein [Arabidopsis thaliana] 



51477 



Seq. No. 


401395 


Seq. ID 


LIB3431-043-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


g3004555 






E value 


1.0e-17 


Match length 


164 


% identity 


12 


NCBI Description 


(AC003673) similar to salt inducible protein [Arabidopsis 




thaliana] 


Seq. No. 


401396 


Seq. ID 


LIB3431-043-P1-K1-A5 


Method 


BLASTN 




a4959460 


BLAST score 


36 


E value 


1.0e-10 


Match length 


36 


% identity 


100 


NCBI Description 


Zea mays RACB small GTP binding protein mRNA, complete cds 


Seq. No. 


401397 


Seq. ID 


LIB3431-043-P1-K1-A7 


Method 


BLASTX 


NCBI GI - 


gl25606 


BLAST score 


184 ' - 


E value 


2.0e-13 


Mj5 "t~ 1 pnrr't'h 




% identity 


61 


NCBI Description 


PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_1004 63_pir S12248 




pyruvate kinase (EC 2.7.1.40) - potato 




>gi_22576_emb_CAA37727_ (X53688) pyruvate kinase [Solanum 




tuberosum] 


Seq. No. 


401398 


Seq. ID 


LIB3431-043-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


g3551954 




468 


E value 


8.0e-47 


Match length 


145 


% identity 


57 


NCBI Description 


(AF082030) senescence-associated protein 5 [Hemerocallis 




hybrid cultivar] 


Seq. No. 


401399 


Seq. ID 


LIB3431-043-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


g2570499 


□ T ACT" 1 epnrD 

DLinjj. score 


1 Q1 


E value 


1.0e-14 


Match length 


38 


% identity 


100 


NCBI Description 


(AF022732) 23kDa polypeptide of photosystem II [Oryza 




sativa] 


Seq. No. 


401400 



51478 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-043-P1-K1-B10 

BLASTX 

gl32105 

690 

8.0e-73 

147 

89 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401401 

LIB3431-043-P1-K1-B11 

BLASTX 

g2499417 

499 

2.0e-50 

120 

78 

GLYCINE CLEAVAGE SYSTEM H PROTEIN PRECURSOR " 

>gi_1085826_pir S49248 H-protein - Flaveria anomala 

>gi_547558_emb_CAA85761_ (Z37524) H-protein [Flaveria 
anomala] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401402 

LIB3431-043-P1-K1-B2 

BLASTX 

g4079798 

537 

7.0e-55 

104 

100 

(AF052203) 
sativa] 



23 kDa polypeptide of photosystem II [Oryza 



Seq. No. 

Seq. ID 

Method - 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401403 

LIB3431-043-P1-K1-B3 

BLASTX 

gl32105 

584 

2.0e-60 

110 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 
sativa] >gi_226375jprf 1508256A ribulose bisphosphate 



carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401404 

LIB3431-043-P1-K1-B4 

BLASTX 

g3258238 

157 

2.0e-10 

108 
30 

(AP000007) 224aa long hypothetical protein [Pyrococcus 
horikoshii] 

401405 

LIB3431-043-P1-K1-B5 

BLASTX 

g2982453 

224 

3.0e-22 

72 

78 

(AL022223) f ructose-bisphosphate aldolase-like protein 
[Arabidopsis thaliana] 

401406 

LIB3431-043-P1-K1-B6 ' 

BLASTX 

gl32105 

839 

3.0e-90 

175 

91 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401407 

LIB3431-043-P1-K1-B9 

BLASTX 

g732174 

531 

3.0e-54 

144 

67 

PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
HELICASE K03H1.2 >gi_3878176_emb_CAA82 662 . 1_ (Z29560) 
similar to DEAH subfamily RNA helicases, especially yeast 
pre-mRNA splicing factors 22 and 16; cDNA EST EMBL:D27770 
comes from this gene; cDNA EST EMBL:D27769 comes from this 
gene; cDNA EST EMBL:D36247 comes from thi . . . 
>gi_4249768_gb_AAD13795_ (AF120269) sex determination 



51480 



protein MOG-1 [Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401408 

LIB3431-043-P1-K1-C1 
BLASTX 
g320618 
521 

4.0e-53 
115 
86 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 

type I light-harvesting 



w * 
Q 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401409 

LIB3431-043-P1-K1-C10 

BLAST N 

g21832 

39 

1.0e-12 

43 

98 

Wheat mRNA for chloroplast phosphoglycerate; kinase 
2.7.2.3) 

401410 

LIB3431-043-P1-K1-C12 

BLASTX 

g5360230 

1053 

1.0e-115 

204 

96 

(AB015287) Ran [Oryza sativa] 



(EC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401411 

LIB3431-043-P1-K1-C2 

BLASTX 

$115787 

489 

2.0e-49 

117 

85 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



401412 

LIB3431-043-P1-K1-C4 

BLASTX 

g2072555 

175 

2.0e-12 



51481 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



32 
100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_61034 41_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



401413 

LIB3431 

BLASTX 

g676884 

289 

9.0e-26 

77 

71 

(D29681 
[Nicoti 
protein 



■043-P1-K1-C5 



The expression is induced by Pi starvation. 

ana tabacum] >gi_1094819_prf 2106387C Al-induced 

[Nicotiana tabacum] 



401414 

LIB3431-04 3-P1-K1-C6 

BLASTN 

gl661159 

81 

5.0e-38 

85 

99 

Oryza sativa chlorophyll a/b binding protein (kcdl895) 
mRNA, complete cds 

401415 

LIB3431-043-P1-K1-C7 

BLASTX 

gl835731 

507 

2.0e-51 

123 

81 

(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 
401416 

LIB3431-043-P1-K1-C9 

BLASTX 

g4587556 

433 

1.0e-42 

140 

61 

(AC006577) Similar to gi_1653162 (p)ppGpp 
3-pyrophosphohydrolase from Synechocystis sp genome 
gb_D90911. EST gb_W43807 comes from this gene. 
[Arabidopsis thaliana] 

401417 

LIB3431-043-P1-K1-D1 

BLASTX 

g2618686 

402 



51482 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-39 

163 

48 

(AC002510) 



hypothetical protein [Arabidopsis thaliana] 



401418 

LIB3431-043-P1-K1-D10 

BLASTN 

g3618309 

157 

3.0e-83 

173 

97 

Oryza sativa mRNA for zinc finger protein, complete cds, 
clone :E10707 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



401419 

LIB3431-043-P1-K1-D12 

BLASTX 

gl718097 

448 

2.0e-44 

125 

62 

VACUOLAR ATP SYNTHASE SUBUNIT AC39 (V-ATPASE AC39 SUBUNIT) 

(41 KD ACCESSORY PROTEIN) (DVA41) >gi_626048_pir A55016 

lysosomal membrane protein DVA41 - slime mold 
(Dictyostelium discoideum) >gi_532733 (U13150) vacuolar 
ATPase subunit DVA41 [Dictyostelium discoideum] 

401420 

LIB3431-043-P1-K1-D2 

BLASTX 

g671740 

486 

6.0e-49 

88 

100 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 

401421 

LIB3431-043-P1-K1-D3 

BLASTX 

gll5787 

515 

2.0e-52 

121 

86 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461j?ir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

401422 

LIB3431-043-P1-K1-D5 



51483 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g417260 

407 

1.0e-39 

128 

65 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 

401423 

LIB3431-043-P1-K1-D7 

BLASTX 

g320618 

530 

4.0e-54 

121 

83 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227 611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

401424. 

LIB3431-043-P1-K1-D8 

BLASTX 

g4583548 

723 

1.0e-76 

183 
78 

(AJ010820) chloroplast FtsY homolog [Arabidopsis thaliana] 
401425 

LIB3431-043-P1-K1-D9 

BLASTX 

gl749676 

147 

3.0e-09 

82 

44 

(D89234) similar to Saccharomyces cerevisiae ORF YGR205W, 
EMBL Accession Number Z72990 [Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401426 

LIB3431-043-P1-K1-E1 

BLASTN 

g2773153 

489 

0.0e+00 

496 

100 

Oryza sativa abscisic acid- 
(Asrl) mRNA, complete cds 



and stress-inducible protein 



Seq. No. 



401427 



51484 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-043-P1-K1-E10 

BLASTX 

g82080 

378 

3.0e-36 

112 

66 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No.' 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401428 

LIB3431-043-P1-K1-E12 

BLASTX 

gll5787 

741 

1.0e-78 

169 

88 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

401429 

LIB3431-043-P1-K1-E3 

BLASTN 

g6006355 

221 

1.0e-121 

297 

100 

Oryza sativa genomic DNA, chromosome 6, clone : P0493C11 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401430 

LIB3431-043-P1-K1-E5 

BLASTX 

g3256035 

238 

9.0e-20 

135 

39 

(Y14274) 
bicolor] 



putative serine/threonine protein kinase [Sorghum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401431 

LIB3431-043-P1-K1-E6 

BLASTX 

g3789954 

465 

2.0e-46 

87 

98 

(AF094776) 
sativa] 



chlorophyll a/b-binding protein precursor [Oryza 



51485 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401432 

LIB3431-043-P1-K1-E8 

BLASTX 

g729478 

413 

2.0e-40 

158 

53 

FERREDOXIN — NADP REDUCTASE, LEAF ISOZYME PRECURSOR (FNR) 
>gi_442481_dbj_BAA04616_ (D17790) f erredoxin-NADP+ 
reductase [Oryza sativa] >gi_606964 9_dbj_BAA85425. 1_ 
(AP000616) ESTs AU078647 (E1557) , C72400 (E1557 ) correspond to 
a region of the predicted gene.; similar to 
ferredoxin-NADP+ reductase (D17790) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401433 

LIB3431-043-P1-K1-F12 

BLASTX 

g4585882 

721 

2.0e-76 

159 

81* 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401434 

LIB3431-043-P1-K1-F2 

BLASTX 

g2407281 

688 

2.0e-72 

133 

97 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401435 

LIB3431-043-P1-K1-F6 

BLASTX 

g2443402 

824 

2.0e-88 

162 

100 

(D87745) orthophosphate dikinase [Oryza sativa] 
>gi_2443405_dbj_BAA22420_ (D87952) orthophosphate dikinase 
[Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



401436 

LIB3431-043-P1-K1-F8 

BLASTX 

g2739375 

150 

2.0e-09 

95 

41 



51486 



NCBI Description 



(AC002505) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401437 

LIB3431-043-P1-K1-G1 

BLASTX 

g417488 

580 

3.0e-72 

155 

85 

ALPHA-GLUCAN PHOSPHORYLASE, H ISOZYME (STARCH PHOSPHORYLASE 

H) >gi_100452_pir A40995 starch phosphorylase (EC 2.4.1.1) 

H - potato >gi_169473 (M69038) alpha-glucan phosphorylase 
type H isozyme [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401438 

LIB3431-043-P1-K1-G11 

BLASTX 

g3126854 

581 

3.0e-60 

109 

100 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401439 

LIB3431-043-P1-K1-G12 

BLASTX 

gl31388 

469 

7.0e-47 

145 

69 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_JL00831_pir S16260 

photosystem II oxygen-evolving complex protein 1 - common 
wheat x Sanduri wheat >gi__21844_emb_CAA40670_ (X57408) 
33kDa oxygen evolving protein of photosystem II [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401440 

LIB3431-043-P1-K1-G3 

BLASTX 

g3126854 

671 

2.0e-76 

144 

99 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



401441 

LIB3431-043-P1-K1-G4 

BLASTX 

g5596468 

266 

4.0e-23 



51487 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



82 
59 

(AL096882) putative protein [Arabidopsis thaliana] 
401442 

LIB3431-043-P1-K1-G5 

BLASTX 

g4454459 

564 

5.0e-58 

133 

82 

(AC006234) unknown protein [Arabidopsis thaliana] 
401443 

LIB3431-043-P1-K1-G7 

BLASTX 

g5091616 

643 

3.0e-67 

202 

65 

(AC007454) F23M19.3 [Arabidopsis thaliana] 
401444 

LIB3431-043-P1-K1-G8 

BLASTX 

g!15787 

586 

1.0e-60 

133 
88 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

401445 

LIB3431-043-P1-K1-G9 

BLASTX 

gll5787 

554 

5.0e-57 

126 

87 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR .(LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

401446 

LIB3431-043-P1-K1-H1 

BLASTX 

g5926718 

544 



51488 



01 



2 

Mr 
W 

P 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-55 

154 

69 

(AB007911) PRA2 [Pisum sativum] 
401447 

LIB3431-043-P1-K1-H10 

BLASTX 

g3914603 

728 

3.0e-77 

144 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 
(U74321) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase [Oryza sativa] 

401448 

LIB3431-043-P1-K1-H11 

BLASTX 

g2146745 

493 

9.0e-53 

168 

67 

protein kinase (EC 2.7.1.-) - Arabidopsis thaliana 
>gi_642132_dbj_BAA08215_ (D45354) protein kinase 
[Arabidopsis thaliana] 

401449 

LIB3431-043-P1-K1-H12 

BLASTX 

gll5802 

195 

8.0e-15 

36 

100 

CHLOROPHYLL A-B BINDING PROTEIN 36 PRECURSOR (LHCII TYPE I 

CAB-36) (LHCP) >gi_100311_pir S21827 chlorophyll 

a/b-binding protein (cab-36) - common tobacco 
>gi_19827_emb_CAA41188_ (X58230) chlorophyll a/b binding 
protein [Nicotiana tabacum] 

401450 

LIB3431-043-P1-K1-H3 

BLASTX 

gl32096 

922 

1.0e-100 

175 
99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN A PRECURSOR 

(RUBISCO SMALL SUBUNIT A) >gi_68095_pir RKRZS6 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS2106) - rice >gi_218210_dbj_BAA00539_ 
(D00644) small subunit of ribulose-1, 5-bisphosphate 



51489 



carboxylase (RuBPC) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401451 

LIB3431-043-P1-K1-H6 

BLASTX 

g3986110 

431 

2.0e-42 

121 

69 

(AB012716) heat shock protein 70 cognate [Salix gilgiana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401452 

LIB3431-043-P1-K1-H8 

BLASTX 

g5669656 

273 

6.0e-24 

98 

56 

(AF096263) ER33 protein [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST, score 

E value 

Match length 

% identity 

NCBI Description 



401453 

LIB3431-043-P1-N1-A11 

BLASTX 

g3126854 

300 

3.0e-27 

57 

100 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401454 

LIB3431-043-P1-N1-A12 

BLASTN 

g3885887 

389 

0.0e+00 

397 

99 

Oryza sativa high mobility group protein 
complete cds 



( HMG ) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401455 

LIB3431-043-P1-N1-A4 

BLASTN 

gll957 

98 

1.0e-47 

340 

41 

Rice complete chloroplast genome 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



401456 

LIB3431-043-P1-N1-A9 

BLASTX 

g4079798 



51490 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



339 

9.0e-32 

66 

98 

(AF052203) 23 kDa polypeptide of photosystem II [Oryza 
sativa] 



JtUSS. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401457 

LIB3431-043-P1-N1-B10 

BLASTX 

gl32105 

508 

1.0e-51 

91 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Li, 



1=1 
r 5 ! 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401458 

LIB3431-043-P1-N1-B11 

BLASTX 

g2499417 

309 

3.0e-28 

71 

82 

GLYCINE CLEAVAGE SYSTEM H PROTEIN PRECURSOR 

>gi_1085826_pir S49248 H-protein - Flaveria anomala 

>gi_547558_emb_CAA85761_ (Z37524) H-protein [Flaveria 
anomala] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401459 

LIB3431-043-P1-N1-B2 

BLASTX 

g4079798 

183 

2.0e-13 

34 

100 

(AF052203) 
sativa] 



23 kDa polypeptide of photosystem II [Oryza 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



401460 

LIB3431-043-P1-N1-B3 

BLASTX 

g347451 

248 

4.0e-21 

48 

100 



51491 



NCBI Description 



(L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
. Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



401461 

LIB3431-043-P1-N1-B4 

BLASTN 

g20262 

191 

1.0e-103 

379 

88 

0. sativa light-induced mRNA 
401462 

LIB3431-043-P1-N1-B6 

BLASTX 

gl32105 

165 

2.0e-ll 

32 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj__BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401463 

LIB3431-043-P1-N1-C1 

BLASTX 

gll5787 

409 

6.0e-40 

77 

100 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 

401464 

LIB3431-043-P1-N1-C12 

BLASTN 

g5360229 

397 

0.0e+00 

401 

100 

Oryza sativa mRNA for Ran, complete cds 
401465 

LIB3431-043-P1-N1-C2 



51492 



Method 


BLASTX 


MfRT (IT 




BLAST score 


213 


E value 


5.0e-17 


Match length 


47 


% identity 


85 


NCBI Description 


chlorophyll a/b binding protein [Glycine max] 


Seq. No. 


401466 


Seq. ID 


LIB3431-043-P1-N1-C7 


Method 


BLASTX 


Vi a x \j x 




BLAST score 


314 


E value 


8.0e-29 


Match length 


80 


% identity 


79 


NCBI Description 


(U86018) photosystem II 10 JcDa polypeptide [Oryza sativa 


Seq. No. 


401467 


Seq. ID 


LIB3431-043-P1-N1-D1 


Method 


BLASTX 


MPRT (IT 


rrl fifil 1 fid 


BLAST score 


185 


E value 


7.0e-14 


Match length 


54 


% identity 


69 


NCBI Description 


(U74295) chlorophyll a/b binding protein [Oryza sativa] 


Seq. No. 


401468 


Seq. ID 


LIB3431-04 3-P1-N1-D10 


Method 


BLASTX 


MPRT (XT 


rr*361 ft ^1 0 


BLAST score 


367 


E value 


4.0e-35 


Match length 


70 


% identity 


100 


NCBI Description 


(AB001883) zinc finger protein [Oryza sativa] 


Seq. No. 


401469 


Seq. ID 


LIB3431-04 3-P1-N1-D2 


Method 


BLASTX 


NCBI GI 


g671740 


oUno i score 


JO J 


E value 


5.0e-37 


Match length 


71 


% identity 


99 


NCBI Description 


(X84730) ribulose-bisphosphate carboxylase [synthetic 




construct] 


Seq. No. 


401470 


Seq. ID 


LIB3431-043-P1-N1-D3 


Method 


BLASTX 


NCBI GI 


g4512125 


BLAST score 


243 


E value 


1.0e-20 


Match length 


45 


% identity 


100 



51493 



NCBI Description 



(AF133340) putative chlorophyll a/b-binding protein 
[Phalaenopsis sp. ' KCbutterf ly 1 ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401471 

LIB3431-043-P1-N1-D5 

BLASTX 

g417260 

300 

3.0e-27 

76 

75 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 



ft' 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401472 

LIB3431-04 3-P1-N1-D7 

BLASTX 

gll5787 

428 

3.0e-42 

81 

100 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_824 61_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 


401473 


Seq. ID 


LIB3431-043-P1-N1-D8 


Method 


BLASTX 


NCBI GI 


g4583548 


BLAST score 


346 


E . value 


1.0e-32 


Match length 


79 


% identity 


85 


NCBI Description 


(AJ010820) chloroplast FtsY homolog [Arabidopsis 


Seq. No. 


401474 


Seq. ID 


LIB3431-043-P1-N1-D9 


Method 


BLASTX 


NCBI GI 


gl749676 


BLAST score 


143 


E value 


9.0e-09 


Match length 


76 


% identity 


45 


NCBI Description 


(D89234) similar to Saccharomyces cerevisiae ORF 



EMBL Accession Number Z72990 [Schizosaccharomyces pombe] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



401475 

LIB3431-043-P1-N1-E10 

BLASTX 

gll5813 

253 

1.0e-21 
61 



51494 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



80 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB-8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

401476 

LIB3431-043-P1-N1-E12 

BLASTX 

g3036946 

271 

8.0e-24 

52 

98 

(AB012637) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

401477 

LIB3431-043-P1-N1-E3 

BLASTN 

g6006355 

43 

7.0e-15 

123 

84 

Oryza sativa genomic DNA, chromosome 6, clone : P0493C11 
401478 

LIB3431-043-P1-N1-E5 

BLASTX 

g3256035 

195 

7.0e-15 

67 

55 

(Y14274) putative serine/threonine protein kinase [Sorghum 
bicolor] 

401479 

LIB3431-043-P1-N1-E7 

BLASTX 

gl28690 

535 

1.0e-54 

118 

89 

NADH- PLASTOQUINONE OXIDOREDUCTASE CHAIN 3, CHLOROPLAST 

>gi_66161_pir DERZN3 NADH dehydrogenase (ubiquinone) (EC 

1.6.5.3) chain 3 - rice chloroplast >gi_1198 9_emb_CAA34001_ 
(X15901) ndhC; NADH dehydrogenase ND3 [Oryza sativa] 

>gi_226610_prf 1603356AG NADH dehydrogenase ND3 [Oryza 

sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



401480 

LIB3431-043-P1-N1-E8 

BLASTN 

g3819688 

41 



51495 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length • 

% identity 

NCBI Description 



1.0e-13 

49 

96 

Hordeum vulgare genomic DNA fragment; clone MWG2318.uni 
401481 

LIB3431-043-P1-N1-E9 

BLASTX 

g693920 

325 

3.0e-30 

64 

98 

(U21113) chlorophyll a/b binding protein [Solanum 
tuberosum] 

401482 

LIB3431-043-P1-N1-F11 

BLASTX 

g517500 

299 

3.0e-27 

76 

80 

(M87435) precursor of the oxygen evolving complex 17 kDa 

protein [Zea-mays]" >gi_444338_prf 1906386A photosystem II 

0E17 protein [Pisum sativum] 

401483 

LIB3431-043-P1-N1-F2 

BLASTX 

g347451 

181 

3.0e-13 

35 
97 

(L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



401484 

LIB3431-043-P1-N1-F6 

BLASTX 

g2443402 

174 

2.0e-12 

32 
100 

(D87745) orthophosphate dikinase [Oryza sativa] 
>gi_2443405_dbj_BAA22420_ (D87952) orthophosphate dikinase 
[Oryza sativa] 

401485 

LIB3431-043-P1-N1-F7 

BLASTX 

g2754849 

288 

8.0e-26 



51496 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



63 
89 

(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 

401486 

LIB34 31-043-P1-N1-G1 

BLASTX 

g417488 

152 

4.0e-16 

51 

81 

ALPHA-GLUCAN PHOSPHORYLASE, H ISOZYME (STARCH PHOSPHORYLASE 

H) >gi_100452j?ir A40995 starch phosphorylase (EC 2.4.1.1) 

H - potato >gi_169473 (M69038) alpha-glucan phosphorylase 
type H isozyme [Solanum tuberosum] 

401487 

LIB3431-043-P1-N1-G10 

BLASTX 

g4006895 

158 

3.0e-10 

51 

49 

(Z99708) putative protein [Arabidopsis thaliana] 
401488 

LIB3431-043-P1-N1-G11 

BLASTX 

g3126854 

277 

2.0e-24 

52 

100 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
401489 

LIB34 31-043-P1-N1-G3 

BLASTX 

g3126854 

200 

2.0e-19 

53 

98 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
401490 

LIB3431-043-P1-N1-G4 

BLASTX 

g5596468 

145 

5.0e-09 

43 

65 

(AL096882) putative protein [Arabidopsis thaliana] 



51497 



S 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401491 

LIB3431-043-P1-N1-G8 

BLASTX 

g3036942 

247 

5.0e-21 

46 

100 

(AB012636) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

401492 

LIB3431-043-P1-N1-G9 

BLASTN 

g20181 

52 

3.0e-20 

72 

93 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 

401493 

. LIB3431-043-P1-N1-H1 
BLASTX 
g303736 
152 

7.0e-10 

80 

49 

(D12541) GTP-binding protein [Pisum sativum] 

>gi_738934_prf 2001457B GTP-binding protein [Pisum 

sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401494 

LIB3431-043-P1-N1-H10 

BLASTX 

gl67097 

151 

5.0e-17 

52 

88 

(M55449) ribulose 1 , 5-bisphosphate carboxylase activase 
[Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401495 

LIB3431-043-P1-N1-H11 

BLASTN 

g3377792 

131 

2.0e-67 

284 

87 

Oryza sativa ribulose-1, 5-bisphosphate 

carboxylase/oxygenase activase (rca) mRNA, complete cds 



51498 



# 



y i 



Seq. No. 


401496 


Seq. ID 


LIB34 31-04 3-P1-N1-H3 


Method 


BLASTX 


NCBI GI 


g671740 


BLAST score 


163 


E value 


4.0e-ll 


Match length 


31 


% identity 


100 


NCBI Description 


(X84730) ribulose-bisphosphate carboxylase [i 




construct] 


Seq. No. 


401497 


Seq. ID 


LIB34 31-04 3-P1-N1-H4 


Method 


BLASTX 


NCBI GI 


g671740 


BLAST score 


301 


E value 


3.0e-27 


Match length 


57 


% identity 


100 


NCBI Description 


(X84730) ribulose-bisphosphate carboxylase [; 




construct] 


Seq. No. 


401498 


Seq. ID 


LIB3431-043-P1-N1-H5 


Method 


BLASTN 


NCBI GI 


g3218542 


BLAST score 


36 


E value 


l.Oe-10 


Match length 


119 


% identity 


82 


NCBI Description 


Oryza sativa AOXlb and AOXla genes, complete 


Seq. No. 


401499 


Seq. ID 


LIB34 31-04 3-P1-N1-H6 


Method 


BLASTN 


NCBI GI 


g473216 


BLAST score 


36 


E value 


l.Oe-10 


Match length 


44 


% identity 


95 


NCBI Description 


P. sativum (little marvel) HSC71.0 mRNA 


Seq. No. 


401500 


Seq. ID 


LIB34 31-044 -P1-K1-A1 


Method 


BLASTX 


NCBI GI 


g320618 


BLAST score 


457 


E value 


1.0e-45 


Match length 


106 


% identity 


83 


NCBI Description 


chlorophyll a/b-binding protein I precursor ■ 



rice 

>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227 611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



Seq. No. 



401501 



51499 



# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-044-P1-K1-A10 

BLASTX 

g.3647283 

278 

1.0e-45 

147 

63 

(AJ011418) ubiquitin activating enzyme [Lycopersicon 
esculentum] 



m 
03 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401502 

LIB3431-044-P1-K1-A11 

BLASTX 

g2072555 

237 

8.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 


401503 




Seq. ID 


LIB3431-044- 


-P1-K1-A12 


Method 


BLASTX 




NCBI GI 


g2662343 




BLAST score 


815 




E value 


2.0e-87 




Match length 


159 




% identity 


98 




NCBI Description 


(D63581) EF- 


■1 alpha [Oryza sativa] 


Seq. No. 


401504 




Seq. ID 


LIB3431-044- 


-P1-K1-A4 


Method 


BLASTX 




NCBI GI 


gll73275 




BLAST score 


653 




E value 


3.0e-74 




Match length 


150 




% identity 


96 




NCBI Description 


CHLOROPLAST 


30S RIBOSOMAL PROTEIN S7 



>gi_2119068_pir S58630 ribosomal protein S7 - maize 

chloroplast >gi_902274_emb_CAA60339_ (X86563) ribosomal 
protein S7 [Zea mays] >gi_902298_emb_CAA60362_ (X86563) 
ribosomal protein S7 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401505 

LIB3431-044-P1-K1-A5 

BLASTX 

g3126854 

656 

5.0e-69 

123 

100 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 



Seq. No. 



401506 



51500 



m 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-044-P1-K1-A6 

BLASTX 

g!835731 

594 

2.0e-61 

126 

91 

(U86018) 



photosystem II 10 kDa polypeptide [Oryza sativa] 



401507 

LIB3431-044-P1-K1-A7 

BLASTX 

g729477 

603 

1.0e-62 

126 

87 

FERREDOXIN— NADP REDUCTASE PRECURSOR (FNR) 
>gi 320548 pir A44974 ferredoxin — NADP+ reductase (EC 
1.18.1.2) precursor - common ice plant >gi_167256 (M25528) 
ferredoxin-NADP+ reductase precursor (fnrA; EC 1.6,7.1) 

[Mesembryanthemum crystallinum] >gi_226768_prf 1604 4 7 5A 

ferredoxin NADP reductase [Mesembryanthemum crystallinum] 

401508 

LIB3431-044-P1-K1-A8 

BLASTX 

g3402711 

349 

5.0e-33 

120 

57 

(AC004261) putative RNA-binding protein [Arabidopsis 
thaliana] 

401509 

LIB3431-044-P1-K1-A9 

BLASTX 

g3789954 

240 

2.0e-20 

60 

77 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401510 

LIB3431-044-P1-K1-B1 

BLASTX 

g2072555 

237 

6.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_61034 41_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



51501 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401511 

LIB3431-044-P1-K1-B10 

BLASTX 

gl731181 

195 

7.0e-15 

136 

38 

HYPOTHETICAL 75.5 KD PROTEIN C14A4.3 IN CHROMOSOME II 
>gi_3874230_emb_CAA90107.1_ (Z4 9909) weak similarity with a 
B. Flavum translocation protein (Swiss Prot accession 
number P38376); cDNA EST yk220el0.5 comes from this gene; 
cDNA EST yk549el2.3 comes from this gene; cDNA EST 
yk618d6.3 comes from this gene 



Seq. No. 


401512 


Seq. ID 


LIB3431-044-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


717 


E value 


5.0e-76 


Match length 


137 


% identity 


99 


NCBI Description 


(AF061577) chlorophyll 


Seq. No. 


401513 


Seq. ID 


LIB3431-044-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


g548605 


BLAST score 


513 


E value 


4.0e-52 


Match length 


131 


% identity 


80 


NCBI Description 


PHOTOSYSTEM I REACTION 



(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401514 

LIB3431-04 4-P1-K1-B3 

BLASTX 

g4972093 

227 

1.0e-18 

131 

40 

(AL078468) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



401515 

LIB3431-044-P1-K1-B4 

BLASTX 

g3063524 

183 

2.0e-13 

37 



51502 



% identity 

NCBI Description 



95 

(AF052305) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401516 

LIB3431-044-P1-K1-B6 

BLASTN 

g6015437 

35 

6.0e-10 

35 

100 

Homo sapiens PEX1 mRNA, complete cds 
401517 

LIB3431-044-P1-K1-B7 

BLASTX 

g2827150 

559 

2.0e-57 

148 

76 

(AF029895) acetyl-coenzyme A carboxylase [Triticum 
aestivum] 



401518 ' 

LIB3431-044-P1-K1-B8 

BLASTX 

g2344892 

213 

7.0e-17 

68 

69 

(AC002388) unknown protein 
401519 

LIB3431-044-P1-K1-C1 

BLASTX 

gl495768 

152 

8.0e-10 

144' 

45 

(Z68506) chloroplast inner 
(IEP110) [Pisum sativum] 



[Arabidopsis thaliana] 



envelope protein, 110 kD 



401520 

LIB3431-044-P1-K1-C10 

BLASTX 

g2130082 

442 

1.0e-43 

169 

51 

protein kinase Xa21 (EC 2.7.1.-) - rice >gi_1122443 
(U37133) receptor kinase-like protein [Oryza sativa] 
>gi_2586085 (U72723) receptor kinase-like protein [Oryza 



51503 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



longistaminata] >gi__1586408_prf 2203451A receptor 

kinase-like protein [Oryza sativa] 

401521 

LIB3431-044-P1-K1-C2 

BLASTX 

g2688824 

181 

3.0e-13 

111 

41 

. (U93273) putative auxin-repressed protein [Prunus 
armeniaca] 

401522 

LIB3431-04 4-P1-K1-C3 

BLASTX 

g548603 

295 

1.0e-26 

56 

98 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_478404_pir JQ2247 photosystem I chain D precursor - 

barley >gi_167085 (M98254) PSI-D subunit [Hordeum vulgare] 

401523 

LIB3431-044-P1-K1-C9 

BLASTX 

g3789952 

651 

2.0e-68 

128 

98 

(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 

401524 

LIB3431-044-P1-K1-D1 

BLASTX 

g399213 

877 

1.0e-94 

181 

96 

ATP-DEPENDENT CLP PROTEASE ATP-BINDING SUBUNIT CLPA HOMOLOG 

CD4B PRECURSOR >gi_100190_pir B35905 CD4B protein - tomato 

>gi_170435 (M32604) ATP-dependent protease (CD4B) 
[Lycopersicon esculentum] 

401525 

LIB3431-044-P1-K1-D12 

BLASTN 

g5295936 . 

46 

2.0e-16 



51504 



m 
m 



ffl 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 
85 

Oryza sativa genomic DNA, 
complete sequence 



chromosome 6, clone : P0681F10, 



401526 

LIB3431-044-P1-K1-D2 

BLASTX 

g2492515 

662 

2.0e-69 

155 

86 

CELL DIVISION PROTEIN FTSH HOMOLOG PRECURSOR 

>gi_2129924_pir S58298 ATPase - pepper (fragment) 

>gi_929013_emb_CAA62084_ (X90472) ATPase [Capsicum annuum] 

401527 

LIB3431-044-P1-K1-D6 

BLASTX . 

gl652164 

490 

3.0e-49 
167 

61 • ; 

(D90903) hypothetical protein [Synechocystis sp.] 
401528 

LIB34 31-044-P1-K1-E10 

BLASTX 

g3618310 

439 

3.0e-43 

132 

69 

(AB001883) zinc finger protein [Oryza sativa] 
401529 

LIB3431-04 4-P1-K1-E11 

BLASTX 

g3126854 

784 

8.0e-84 

151 

97 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
401530 

LIB3431-044-P1-K1-E12 

BLASTX 

gl31225 

670 

2.0e-70 

151 

88 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 
V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 



51505 



precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401531 

LIB3431-044-P1-K1-E5 

BLASTX 

g!15787 

762 

3.0e-81 

149 

99 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



| 
O 



m 



Le. 



P 

Q 

5 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401532 

LIB3431-044-P1-K1-E6 

BLASTX 

g5042409 

442 

1.0e-43 

136 

64 

(AC006193) 
thaliana] 



Putative membrane related protein [Arabidopsis 



401533 

LIB3431-044-P1-K1-E7 

BLASTX 

g5702231 

190 

3.0e-14 

108 

44 

. (AF145386) hypersensitive reaction associated Ca2+-binding 
protein [Phaseolus vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401534 

LIB3431-044-P1-K1-E8 

BLASTX 

g548605 

590 

5.0e-61 

130 
90 

PHOTOSYSTEM I REACTION CENTRE 
(LIGHT-HARVESTING COMPLEX I 7 



SUBUNIT X PRECURSOR 
KD PROTEIN) (PSI-K) 



>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



401535 

LIB3431-044-P1-K1-E9 

BLASTN 

g3821780 



51506 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



36 

1.0e-10 

47 

66 

Xenopus laevis cDNA clone 27A6-1 
401536 

LIB3431-044-P1-K1-F1 

BLASTX 

g2827665 

605 

6.0e-63 

141 

73 

(AL021637) vacuolar sorting receptor-like protein 
[Arabidopsis thaliana] 

401537 

LIB3431-044-P1-K1-F12 

BLASTX 

g6091733 

219 

2.0e-17 

65 

62 

(AC010797) unknown protein [Arabidopsis thaliana] 
401538 

LIB3431-044-P1-K1-F2 

BLASTX 

g2982453 

636 

2.0e-66 

157 

82 

(AL022223) f ructose-bisphosphate aldolase-like protein 
[Arabidopsis thaliana] 

401539 

LIB3431-044-P1-K1-F3 

BLASTX 

gll5787 

720 

3.0e-76 

157 

90 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

401540 

LIB3431-044-P1-K1-F5 

BLASTX 

g2147484 

766 



51507 





E value 


1.0e-81 




Match length 


170 




% identity 


85 




NCBI Description 


homeotic protein - Phalaenopsis sp >gi_1173622 (U34743) 






homeobox protein [Phalaenopsis sp. 'hybrid SM9108 1 ] 




Seq. No. 


401541 




Seq. ID 


LIB34 31^04 4-P1-K1-F6 




Method 


BLASTX 




NCBI GI 


al644427 




BLAST score 


452 




E value 


7.0e-45 




Match length 


130 




% identity 


66 




NCBI Description 


(U74 610) glyoxalase II [Arabidopsis thaliana] 




Seq. No. 


401542 




Seq. ID 


LIB3431-044-P1-K1-F7 




Method 


BLASTX 


o 


NCBI GI 


a!617197 




BLAST score 


301 


m 


E value 


3.0e-27 


fri 


Match length 


76 


xrz? 


% identity 


75 


y 


NCBI Description 


(Z72488) CP12 [Nicotiana tabacum] 




Seq. No. 


401543 


01 


Seq. ID 


LIB3431-044-P1-K1-F8 


„ 


Method 


BLASTX 


X S 


NCBI GI 


g2072555 




BLAST score 


218 


□ 


F. 1 hp 


2 . 0e-17 




Match length 


44 


e | 


% identity 


93 




NCBI Description 


(AF001396) metallothionein-like protein [Oryza sativa] 






>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 






protein [Oryza sativa] 




Seq. No. 


401544 




Seq. ID 


LIB3431-044-P1-K1-F9 




Method 


BLASTX 




NCBT GT 


al3524 61 




BLAST score 


388 




E value 


2.0e-37 




Match length 


90 




% identity 


83 




NCBI Description 


IN2-2 PROTEIN 




Seq. No. 


401545 




Seq. ID 


LIB3431-044-P1-K1-G1 




Method 


BLASTX 




NCBI GI 


g4972067 




BLAST score 


287 




E value 


2.0e-27 




Match length 


166 




% identity 


44 




NCBI Description 


(AL0784 67) putative protei [Arabidopsis thaliana] 



51508 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401546 

LIB3431-044-P1-K1-G10 

BLASTX 

g3132476 

579 

9.0e-60 

167 

66 

(AC003096) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401547 

LIB3431-044-P1-K1-G11 
BLASTX 
g320618 
616 

4.0e-64 
134 
87 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 

type I light-harvesting 



Seq. No. 


401548 


Seq. ID 


LIB3431-044-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


g4490728 


BLAST score 


290 


E value 


6.0e-26 


Match length 


65 


% identity 


75 


NCBI Description 


(AL035709) putative protein 


Seq. No. 


401549 


Seq. ID 


LIB3431-044-P1-K1-G3 


Method 


BLASTN 


NCBI GI 


gl9094 


BLAST score 


48 


E value 


4.0e-18 


Match length 


64 


% identity 


94 


NCBI Description 


H.vulgare mRNA PsaN for phot" 


Seq. No. 


401550 


Seq. ID 


LIB3431-044-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


gl684851 


BLAST score 


212 


E value 


6.0e-17 


Match length 


62 


% identity 


68 


NCBI Description 


(U77935) DnaJ-like protein [: 


Seq. No. 


401551 


Seq. ID. 


LIB3431-044-P1-K1-G6 



51509 





Method 


BLASTX 




IN \*r D J. Ul 


y -L v wl £. Z/ \J \J 




BLAST score 


848 




E value 


3.0e-91 




Match length 


172 




% identity 


91 




NCBI Description 


(U37437) PNIL34 [Ipomoea nil] 




Seq. No. 


401552 




Seq. ID 


LIB3431-044-P1-K1-G9 




Method 


BLASTX 




NCBI GI 


g2072555 




BLAST score 


237 




£j value 


1 Oe-19 




Match length 


44 




% identity 


100 




NCBI Description 


(AF001396) metallothionein-like protein [Oryza sativa] 






>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 


o 




protein [Oryza sativa] 




Seq. No. 


401553 


m 


Seq. ID 


LIB3431-044-P1-K1-H10 


so 


Method 


BLASTX 




NCBI GI 


g2129675 




BLAST score 


218 


Q 


E value 


1.0e-17 




fji a +~ /■"• V*> 1 on /-ft - V"i 
L v la.H— 11 J.diyL.11 


ft4 




% identity 


67 




NCBI Description 


probable chlorophyll synthetase G4 - Arabidopsis thaliana 


jj. ,=. 




>gi 972938 (U19382) putative chlorophyll synthetase 


a 




[Arabidopsis thaliana] >gi_3068709 (AF049236) putative 


f~£ 

E c 
tsssr, 




chlorophyll synthetase [Arabidopsis thaliana] 


O 


Seq. No. 


401554 


O 


Seq. ID 


LIB3431-044-P1-K1-H11 




Method 


BLASTX 


£3- 


IN. \* D ± ui 


rid ^1 444 




BLAST score 


320 




E value 


1.0e-44 




Match length 


151 




% identity 






NCBI Description 


(AC006224) putative protein kinase [Arabidopsis thaliana] 




Seq. No. 


401555 




Seq. ID 


LIB3431-044-P1-K1-H12 




Method 


BLASTX 




NCBI GI 


g3202024 




OT A QT q pAro 


74^ 




E value 


6.0e-79 




Match length 


159 




% identity 


86 




NCBI Description 


(AF069315) thylakoid-bound L-ascorbate peroxidase precursor 






[Mesembryanthemum crystallinum] 




Seq. No. 


401556 




Seq. ID 


LIB3431-04 4-P1-K1-H2 




Method 


BLASTN 



51510 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
.Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



g2072726 
542 

0.0e+00 

557 

99 

O.sativa mRNA for Fd-GOGAT, partial, clone OsGog2 
401557 

LIB3431-044-P1-K1-H3 

BLASTX 

g2554675 

745 

3.0e-79 

166 

90 

Three-Dimensional Structure Of Glycolate Oxidase With Bound 
Active-Site Inhibitors >gi_2624594_pdb_lAL7_ 
Three-Dimensional Structures Of Glycolate Oxidase With 
Bound Active-Site Inhibitors 



y3 



m 

La. 
□ 

ferf 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401558 

LIB3431-044-P1-K1-H4 

BLASTX 

gl32105 

731 

1.0e-77 

155 

90 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 
(RUBISCO SMALL SUBUNIT C) >gi_68094_pir^RKRZS9 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


401559 


Seq. ID 


LIB3431-044-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


756 


E value 


1.0e-80 


Match length 


144 


% identity 


99 


NCBI Description 


(AF061577) chlorophyll 


Seq. No. 


401560 


Seq. ID 


LIB3431-044-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g!32105 


BLAST score 


776 


E value 


7.0e-83 


Match length 


168 


% identity 


88 


NCBI Description 


RIBULOSE BISPHOSPHATE 



C PRECURSOR 



51511 



(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401561 

LIB3431-044-P1-K1-H9 

BLASTX 

gl32105 

830 

4.0e-89 

173 

91 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401562 

LIB3431-044-P1-N1-A1 

BLASTN 

g218171 

58 

2.0e-24 

84 

93 

Oryza sativa mRNA for type I light-harvesting chlorophyll 
a/b binding protein of photosystem II (LHCPII), complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401563 

LIB3431-044-P1-N1-A10 

BLASTX 

g2982309 

194 

8.0e-15 

46 

78 

(AF051239) probable ubiquitin activating enzyme 2 [Picea 
mariana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



401564 

LIB3431-044-P1-N1-A11 

BLASTN 

g2072554 

240 

1.0e-132 
248 



51512 



% identity 

NCBI Description 



99 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



□ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401565 

LIB3431-044-P1-N1-A12 

BLASTN 

g2662340 

59 

8.0e-25 

91 

91 

Oryza sativa mRNA for EF-1 alpha, 



complete cds 



401566 

LIB3431-044-P1-N1-A4 

BLASTX 

gll73275 

640 

7.0e-67 

149 

89 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S7 

>gi_2119068_pir S58630 ribosomal protein S7 - maize 

chloroplast >gi_902274_emb_CAA60339_ (X86563) ribosomal 
protein S7 [Zea mays] >gi_902298_emb_CAA60362_ (X86563) 
ribosomal protein S7 [Zea mays] 

401567 

LIB3431-044-P1-N1-A5 

BLASTN 

g2570512 

88 

8.0e-42 

195 

96 

Oryza sativa chlorophyll a-b binding protein mRNA, complete 
cds 



Seq. No. 


401568 


Seq. ID 


LIB3431-044-P1-N1-A6 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


436 


E value 


4.0e-43 


Match length 


94 


% identity 


89 


NCBI Description 


(U86018) photosystem 


Seq. No. 


401569 


Seq. ID 


LIB3431-044-P1-N1-A7 


Method 


BLASTN 


NCBI GI 


gl835730 


BLAST score 


51 


E value 


3.0e-20 


Match length 


59 


% identity 


97 



51513 



NCBI Description 



Oryza sativa photosystem II 10 kDa polypeptide mRNA, 
complete cds 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401570 

LIB3431-044-P1-N1-A9 

BLASTN 

g3789953 

267 

1.0e-148 

275 

99 

Oryza sativa chlorophyll a/b-binding protein precursor 
(Cab26) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 



ffi 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401571 

LIB34 31-04 4-P1-N1-B1 

BLASTN 

g2072554 

113 

5.0e-57 

164 

93 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



CO 



tesr 

r 5 ! 



Seq. No. 


401572 


Seq. ID 


LIB3431-044-P1-N1-B11 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


410 


E value 


4.0e-40 


Match length 


78 


% identity 


99 


NCBI Description 


(AF061577) chlorophyll 


Seq. No. 


401573 


Seq. ID 


LIB3431-044-P1-N1-B12 


Method 


BLASTX 


NCBI GI 


g548605 


BLAST score 


187 


E value 


2.0e-14 


Match length 


38 


% identity 


95 


NCBI Description 


PHOTOSYSTEM I REACTION 



(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



401574 

LIB3431-044-P1-N1-B2 

BLASTN 

gl9086 

56 

1.0e-22 
100 



51514 



% identity 

NCBI Description 



91 

Hordeum vulgare pot. psaE mRNA 



0s 



□ 



Sea No 


401575 


Seq. ID 


LIB3431-044-P1-N1-B8 


Method 


BLASTX 


NCBI GI 


g2344892 


BLAST score 


182 


E value 


2.0e-13 


Match length 


41 


% identity 


80 


NCBI Description 


(AC002388) unknown protein 


Spcr No 


401576 


Seq. ID 


LIB3431-044-P1-N1-C11 


Method 


BLASTN 


NCBI GI 


gl777706 


BLAST score 


59 


E value 


1.0e-24 


Match length 


71 


% identity 


96 


NCBI Description 


Zea mays 18S ribosomal RNA 


Qprr No 


401577 


Seq. ID 


LIB3431-044-P1-N1-C4 


Method 


BLASTX 


NCBI GI 


g2829916 


BLAST score 


297 


E value 


7.0e-27 


Match length 


72 


% identity 


78 


NCBI Description 


(AC002291) Unknown protein 


Seq. No. 


401578 


Seq. ID 


LIB3431-044-P1-N1-C9 


Method 


BLASTN 


NCBI GI 


g3789951 


BLAST score 


157 


E value 


6.0e-83 


Match length 


300 


% identity 


93 


NCBI Description 


Oryza sativa chlorophyll a, 




(Cab27) mRNA, nuclear gene 




complete cds 


Seer No 


401579 


Seq. ID 


LIB3431-044-P1-N1-D6 


Method 


BLASTX 


NCBI GI 


gl652164 


BLAST score 


145 


E value 


6.0e-09 


Match length 


59 


% identity 


51 


NCBI Description 


(D90903) hypothetical prot< 


Seq. No. 


401580 


Seq. ID 


LIB3431-044-P1-N1-E10 



51515 



Method 
NCBI Gl" 
BLAST score 
*E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3618310 

308 

4.0e-28 

67 

91 

(AB001883) zinc finger protein [Oryza sativa] 
401581 

LIB3431-044-P1-N1-E11 

BLASTX 

gll5802 

170 

3.0e-12 

32 
97 

CHLOROPHYLL A-B BINDING PROTEIN 36 PRECURSOR (LHCII TYPE I 

CAB-36) (LHCP) >gi_100311j?ir S21827 chlorophyll 

a/b-binding protein (cab-36) - common tobacco 
>gi_19827_emb_CAA41188_ (X58230) chlorophyll a/b binding 
protein [Nicotiana tabacum] 

401582 

LIB3431-044-P1-N1-E5 

BLASTN . 

g20177 

150 

5.0e-79 

176 

97 

Rice cablR gene for light harvesting chlorophyll 
a/b-binding protein 

401583 

LIB34 31-04 4-P1-N1-E8 

BLASTX 

g548605 

198 

1.0e-15 

44 

89 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 

401584 

LIB3431-044-P1-N1-F11 

BLASTX 

g3126854 

376 

4.0e-36 

71 

100 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 



51516 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401585 

LIB3431-044-P1-N1-F3 

BLASTN 

g20181 

76 

1.0e-34 

118 

94 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 

401586 

LIB3431-044-P1-N1-F6 

BLASTX 

gl644427 

343 

3.0e-32 

79 

80 

(U74610) glyoxalase II [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401587 

LIB3431-044-P1-N1-F7 

BLASTX 

gl617197 

148 

2.0e-09 

30 

87 

(Z72488) CP12 [Nicotiana tabacum] 
401588 

LIB3431-044-P1-N1-F8 

BLASTN 

g2072554 

209 

1.0e-114 

265 

97 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401589 

LIB3431-044-P1-N1-F9 

BLASTX 

g2462750 

204 

6.0e-16 

58 

67 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



401590 

LIB3431-044-P1-N1-G11 

BLASTX 

gl!5787 



51517 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



389 

1.0e-37 

75 

99 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_824 61_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprptein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 


401591 


Seq. ID 


LIB3431-04 4-P1-N1-G6 


Method 


BLASTX 


NCBI GI 


gl052960 


BLAST score 


224 


E value 


3.0e-18 


Match length 


54 


% identity 


81 


NCBI Description 


(U37437) PNIL34 [Ipomoea 


Seq. No. 


401592 


Seq. ID 


LIB3431-044-P1-N1-G9 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


307 


E value 


5.0e-28 


Match length 


55 


% identity 


98 


NCBI Description 


(AF001396) metallothione. 




>gi_6103441_gb_AAF03603.: 




protein [Oryza sativa] 


Seq. No. 


401593 



1 (AF147786) metallothionein-like 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-044-P1-N1-H12 

BLASTX 

g4996602 

268 

2.0e-23 

71 

75 

(AB022273) 
tabacum] 



thylakoid-bound ascorbate peroxidase [Nicotiana 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



401594 

LIB3431-044-P1-N1-H2 

BLASTN 

g2072726 

430 

0.0e+00 

468 

98 

0. sativa mRNA for Fd-GOGAT, partial, clone OsGog2 
401595 

.LIB3431-044-P1-N1-H3 
BLASTN 
g2570514 



51518 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



250 

1.0e-138 

281 
98 

Oryza sativa glycolate oxidase (GOX) mRNA, complete cds 
401596 

LIB3431-044-P1-N1-H4 

BLASTN 

g218207 

255 

1.0e-141 

278 

98 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

pOSSS1139 

401597 

LIB3431-044-P1-N1-H5 
BLASTN 

g3126853 ' 
89 

1.0e-42 

116 

95 

Oryza sativa chlorophyll a/b binding protein (RCABP89) 
mRNA, nuclear gene encoding chloroplast protein, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401598 

LIB3431-044-P1-N1-H6 

BLAST X 

gl32105 

293 

2.0e-26 

57 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401599 

LIB3431-045-P1-K1-A1 

BLASTX 

g4680340 

429 

3.0e-42 

134 

68 

(AF128457) putative nucleolysin [Oryza sativa subsp. 



51519 



indica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401600 

LIB3431-045-P1-K1-A10 

BLASTN 

g5441876 

106 

2.0e-52 

327 

35 

Oryza sativa genomic DNA, chromosome 2, clone : P0437H03 
(contig b) 

401601 

LIB3431-045-P1-K1-A12 

BLASTX 

g4689380 

640 

5.0e-67 

139 

83 

(AF139465) LHCII type III chlorophyll a/b binding protein 
[Vigna radiata] 

401602 

LIB34 31-04 5-P1-K1-A3 

BLASTX 

gl32105 

752 

4.0e-80 

160 

90 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401603 

LIB3431-045-P1-K1-A4 
BLASTX ' 
gl32105 
794 

5.0e-85 

168 

90 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 



51520 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401604 

LIB3431-045-P1-K1-A5 

BLASTX 

g4581146 

587 

7.6e-61 
142 

82 . . 

(AC006919) putative f ructose-bisphosphate aldolase, 
cytoplasmic [Arabidopsis thaliana] 



01 



M 

t B 

B 



Seq. No. 

Seq. ID 

Method 

NCBI GI ■ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



401605 

LIB3431-045-P1-K1-A6 

BLASTX 

g2407281 

814 

2.0e-87 

154 

99 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

401606 

LIB3431-045-P1-K1-A7 

BLASTX 

g871931 

517 

2.0e-52 

131 

80 

(D30763) ferredoxin [Oryza sativa] 
401607 

LIB3431-045-P1-K1-A8 

BLASTX 

gll5787 

654 

1.0e-68 

127 

98 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

401608 

LIB3431-045-P1-K1-B1 

BLASTX 

g3885886 

502 

8.0e-51 

120 
80 



51521 



NCBI Description 



(AF093631) Rieske Fe-S precursor protein [Oryza sativa] 



m 



o 



Seq. No. 


401609 


Seq. ID 


LIB34 31-04 5-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


g3549656 


BLAST score 


258 


E value 


3.0e-22 


Match length 


91 


% identity 


58 


NCBI Description 


(AL031394) putative protein [Arabidopsis thai 


Seq. No. 


401610 


Sea. ID 


LIB34 31-04 5-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


g2662343 


BLAST score 


464 


E value 


1.0e-58 


Match length 


140 


% identity 


97 


NCBI Description 


(D63581) EF-1 alpha [Oryza sativa] 


Seq. No. 


401611 


Sea ID 


LIB34 31-04 5-P1-K1-B3 


Method . 


BLASTX 


NCBI GI 


g4914330 


BLAST score 


488 


E value 


4.0e-49 


Match length 


121 


% identity 


67 


NCBI Description 


(AC005489) F14N23.16 [Arabidopsis thaliana] 


Seq. No. 


401612 


Seq. ID 


LIB3431-045-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


302 


E value 


2.0e-27 


Match length 


58 


% identity 


98 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401613 

LIB3431-045-P1-K1-B5 

BLASTX 

g6056413 

595 

9.0e-62 
144 



51522 



% identity 

NCBI Description 

Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



81 

(AC009525) Unknown protein [Arabidopsis thaliana] 
401614 

LIB3431-045-P1-K1-B6 

BLASTX 

g2191152 

222 

8.0e-18 

117 

50 

(AF007269) A_IG002N01 . 31 gene product [Arabidopsis 
thaliana] 



U 

GQ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401615 

LIB3431-045-P1-K1-B7 

BLASTX 

gl495768 

329 

2.0e-30 

149 

46 

(Z68506) 
(IEP110) 



chloroplast inner envelope protein, 
[Pisum sativum] 



110 kD 



PS 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401616 

LIB3431-045-P1-K1-B8 

BLASTX 

gl32105 

690 

8.0e-73 

147 

89 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401617 

LIB3431-045-P1-K1-B9 

BLASTX 

g3169012 

485 

1.0e-48 

123 

76 

(AJ002610) putative calmodulin binding transporter protein 
[Hordeum vulgare] 



Seq. No. 
Seq. ID 
Method 



401618 

LIB3431-045-P1-K1-C1 
BLASTX 



51523 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g320618 
356 

8.0e-34 

84 

81 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID. 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401619 

LIB3431-045-P1-K1-C10 

BLASTX 

g3885894 

551 

1.0e-56 

136 

80 

(AF093635) photosystem- 



1 H subunit GOS5 [Oryza sativa] 



Seq. No. 
Seq. ID 



401620 

LIB3431-045-P1-K1-C2 

BLASTX 

g444790 

255 • 

7.0e-22 

124 

52 

nucleotide translocator [Arabidopsis thaliana] 
401621 

LIB3431-045-P1-K1-C9 

BLASTN 

g2306980 

37 

7.0e-12 

41 

98 

Oryza sativa photosystem I antenna protein (Lhca) mRNA, 
complete cds 

401622 

LIB3431-045-P1-K1-D11 

BLASTX 

g2497903 

220 

9.0e-18 

59 

68 

METALLOTHIONEIN-LIKE PROTEIN TYPE 2 

>gi_1752831_dbj_BAA14038.1_ (D89931) metallothionein-like 
protein [Oryza sativa] >gi_1815628 (U43530) 
metallothionein-like type 2 [Oryza sativa] 

401623 

LIB3431-045-P1-K1-D12 



51524 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll74780 

534 

1.0e-54 

113 
88 

TRYPTOPHAN SYNTHASE BETA CHAIN 2 PRECURSOR (ORANGE PERICARP 

2) >gi_320135_pir PQ0450 tryptophan synthase (EC 4.2.1.20) 

beta-2 chain precursor - maize (fragment) >gi_168574 
(M76685) tryptophan synthase beta-subunit [Zea mays] 



Seq. No. 


401624 


Seq. ID 


LIB3431-045-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


g5051771 


BLAST score 


293 


E value 


3.0e-26 


Match length 


96 


% identity 


66 


NCBI Description 


(AL078637) putative protein [Arabidopsis thaliana] 


Seq. No. 


401625 


Seq. ID 


LIB3431-045-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


511 


E value 


6.0e-52 


Match length 


115 


% identity 


85 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401626 

LIB3431-045-P1-K1-D6 

BLASTX 

g2072555 

175 

2.0e-12 

32 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



401627 

LIB3431-045-P1-K1-D8 

BLASTX 

gll5787 

717 

4.0e-76 



51525 



Match length 145 
% identity 96 

NCBI Description CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 


401628 


Seq. ID 


LIB3431-045-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g5803254 


BLAST score 


223 


E value 


4.0e-18 


Match length 


104 


9t -1 Hpnt" 1 tv 


49 


NCBI Description 


(AP000399) ESTs C97429 (C60159) , D22427 (C11106) , 




AU078031 (E31854) ,D15683 (C1084) correspond to a region of 




the predicted gene; hypothetical protein [Oryza sativa] 


Seq. No. 


401629 


Seq. ID 1 


LIB3431-045-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


gl651828 


BLAST score 


222 




«J • \JKZ XO 


Match length 


150 


% identity 


40 


NCBI Description 


(D90900) dihydrolipoamide dehydrogenase [Synechocystis sp 


Seq. No. 


401630 


Seq. ID 


LIB3431-045-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


g2244749 


BLAST score 


724 


Hi VdlUc 


Q 0^-77 
O • Uc / / 


Match length 


161 


% identity 


82 


NCBI Description 


(Z97335) hydroxymethyl transferase [Arabidopsis thaliana] 


Seq. No. 


401631 


Seq. ID 


LIB3431-045-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g21839 


BLAST score 


319 


E value 


2.0e-29 


Match length 


139 


% identity 


59 


NCBI Description 


(X57952) phosphoribulokinase [Triticum aestivum] 


Seq. No. 


401632 


Seq. ID 


LIB3431-045-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


g4741942 


BLAST score 


409 


E value 


8.0e-40 


Match length 


120 



51526 



y 6 



o 

fe=f 



% identity 


66 


NCBI Description 


(AF134121) Lhca5 protein [Arabidopsis thaliana] 


Seq. No. 


401633 


Seq. ID 


LIB34 31-04 5-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


g3075488 


BLAST score 


429 


E value 


2.0e-42 


Match length 


107 


% identity 


79 


NCBI Description 


(AF058796) chlorophyll a/b-binding protein [Oryza : 


Seq. No. 


401634 


Seq. ID 


LIB34 31-04 5-P1-K1-E6 


Method 


BLASTN 


NCBI GI 


g5042437 


BLAST score 


58 


E value 


1.0e-23 


Match length 


97 


% identity 


90 


NCBI Description 


Oryza sativa BAC T49B20 genomic sequence, complete 


Seq. No. 


401635 


Seq. ID 


LIB34 31-04 5-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


gl31225 


BLAST score 


609 


E value 


3.0e-63 


Match length 


148 


% identity 


79 


NCBI Description 


PHOTOS YSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR 




V) (PSI-L) >gi_100605_pir A39759 photosystem I 181 




precursor - barley >gi_167087 (M61146) photosystem 




hydrophobic protein [Hordeum vulgare] 


Seq. No. 


401636 


Seq. ID 


LIB3431-045-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g3212852 


BLAST score 


523 


E value 


4.0e-53 


Match length 


174 


% identity 


60 


NCBI Description 


(AC004005) unknown protein [Arabidopsis thaliana] 


Seq. No. 


401637 


Seq. ID 


LIB3431-045-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g5733866 


BLAST score 


514 


E value 


3.0e-52 


Match length 


153 


% identity 


63 


NCBI Description 


(AC007932) Contains similarity to gb_M73488 




1-aminocyclopropane-l-carboxylate deaminase from 




Pseudomonas sp. ESTs gb_Z18033 and gb_Z34214 come 



51527 



this gene. [Arabidopsis thaliana] 



Seq. No. 


401638 


c Pfl to 


LIB34 31-04 5-P1-K1-F12 


Method 


BLASTN 


NCBI GI 


g2073379 


BLAST score 


165 


E value 


9.0e-88 


Match length 


203 


% identity 


95 


NCBI Description 


Rice CP26 mRNA, partial sequence 


Seq. No. 


401639 


Seq. ID 


LIB34 31-04 5-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


751 


E value 


8.0e-82 


Match length 


156 


% identity 


97 


NCBI Description . 


(AF061577) chlorophyll a/b binding prot< 


Seq. No. 


401640 




LIR34 31-045-P1-K1-F4 


Method 


BLASTX 


NCBI GI . 


g3126854 


BLAST score 


613 


E value 


7.0e-64 


Match length 


117 


% identity 


99 


NCBI Description 


(AF061577) chlorophyll a/b binding prot< 


Seq. No. 


401641 


Seq. ID 


LIB3431-045-P1-K1-F6 




dt aQTM 

OJ_un.O 1 IN 


NCBI GI 


g3618309 


BLAST score 


45 


E value 


3.0e-16 


Match length 


65 


% identity 


94 


NCBI Description 


Oryza sativa mRNA for zinc finger prote 




clone:E10707 


Seq. No. 


401642 


Seq. ID 


LIB3431-045-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g4587556 


BLAST score 


168 


E value 


8.0e-12 


Match length 


44 


% identity 


75 



NCBI Description 



(AC006577) Similar to gi_1653162 (p)ppGpp 
3-pyrophosphohydrolase from Synechocystis sp genome 
gb_D90911. EST gb_W43807 comes from this gene. 
[Arabidopsis thaliana] 



Seq. No. 



401643 



51528 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-045-P1-K1-F9 

BLASTX 

g5734636 

385 

5.0e-37 

138 

51 

(AP000391) Similar to putative lipase (AC006232) [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401644 

LIB3431-045-P1-K1-G1 

BLASTX 

g2129538 

618 

2.0e-64 

132 

89 

AT103 protein - Arabidopsis thaliana >gi_1033195 (U38232) 
AT103 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401645 

LIB3431-045-P1-K1-G12 

BLASTX 

g3914603 

836 

6.0e-90 

161 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 
(U74321) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401646 

LIB3431-045-P1-K1-G2 

BLASTX 

g3914603 

881 

4.0e-95 

169 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 
(U74321) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401647 

LIB34 31-045-P1-K1-G3 

BLASTX 

g3928083 . 

522 

4.0e-53 

138 

70 

(AC005770) unknown protein [Arabidopsis thaliana] 



51529 



Seq. No. 


401648 


Seq. ID 


LIB3431-045-P1-K1-G5 


Method 


BLASTX 


NCBI GT 


a4006881 


BLAST score 


312 


E value 


7.0e-37 


Match length 


120 


% identity 


67 


NCBI Description 


(Z99707) putative protein [Arabidopsis thaliana] 


Seq. No. 


401649 


Seq. ID 


LIB3431-045-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


g3914005 


BLAST score 


470 


E value 


5.0e-47 


Match length 


105 


identity 


90 


NCBI Description 


MITOCHONDRIAL LON PROTEASE HOMOLOG 1 PRECURSOR >gi_l! 


(U85494) LON1 protease [Zea mays] 


Seq. No. 


401650 


Seq. ID 


LIB3431-045-P1-K1-G8 


Method 


BLASTX 


NPRT GT 


a2570515 


BLAST score 


244 


E value 


2.0e-21 


Match length 


92 


% identity 


68 


NCBI Description 


(AF022740) glycolate oxidase [Oryza sativa] 


Seq. No. 


401651 


Seq. ID 


LIB3431-045-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


g3789952 






E value 


2.0e-16 


Match length 


41 


% identity 


95 


NCBI Description 


(AF094775) chlorophyll a/b-binding protein presursor 




sativa] 


Seq. No. 


401652 


Seq. ID 


LIB3431-045-P1-K1-H11 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLAST N 

g2331130 

222 

1.0e-121 

226 

100 

Oryza sativa glycine-rich protein (OSGRP1) mRNA, complete 
cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



401653 

LIB3431-045-P1-K1-H12 

BLASTX 

g3510256 



51530 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282 

5.0e-25 

96 

58 

(AC005310) unknown protein [Arabidopsis thaliana] 
401654 

LIB3431-045-P1-K1-H2 

BLASTN 

g4097337 

335 

0.0e+00 

406 

100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Q 



n 

01 



Seq. No. 
-Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 

identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI . 
BLAST score 



401655 

LIB3431-045-P1-K1-H3 

BLAST X 

g5912299 

354 

2.0e-33 

83 

84 

(AJ133787) gigantea homologue [Oryza sativa] 
401656 

LIB3431-045-P1-K1-H4 

BLASTX 

gll72977 

311 

6.0e-56 

145 

80 

60S RIBOSOMAL PROTEIN L18 >gi_606970 (U15741) cytoplasmic 
ribosomal protein L18 [Arabidopsis thaliana] 

401657 

LIB3431-045-P1-K1-H5 

BLASTX 

gll70871 

854 

5.0e-92 

166 

99 

MALATE OXIDOREDUCTASE, CHLOROPLAST PRECURSOR (MALIC ENZYME) 
(ME) (NADP-DEPENDENT MALIC ENZYME) (NADP-ME) 

>gi_107674 9_pir S4 6499 NADP-dependent malic enzyme - rice 

>gi_415315_dbj_BAA0394 9_ (D16499) NADP-dependent malic 
enzyme [Oryza sativa] 

401658 

LIB3431-045-P1-K1-H6 

BLASTX 

g3036949 

301 



51531 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-27 

58 

100 

(AB012638) light harvesting chlorophyll a/b-binding protein 
[Nicotiaha sylvestris] 

401659 

LIB3431-045-P1-N1-A10 

BLASTN 

g5441876 

390 

0.0e+00 

454 

96 

Oryza sativa genomic DNA, chromosome 2, clone : P0437H03 
(contig b) 

401660 

LIB3431-045-P1-N1-A2 

BLASTX 

gl070408 

174 

2.0e-12 

47 

77 

ferredoxin [2Fe-2S] I - rice 
401661 

LIB3431-045-P1-N1-A3 

BLASTX 

g347451 

326 

3.0e-30 

61 

100 

(L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 
sativa] . 



Seq. No. 401662 

Seq. ID LIB3431-045-P1-N1-A4 

Method BLASTX 

NCBI GI g6717.40 

BLAST score 301 

E value 2.0e-27 

Match length 57 

% identity 100 

NCBI Description (X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 

Seq. No. 401663 

Seq. ID LIB3431-045-P1-N1-A5 

Method BLASTX 

NCBI GI g5419990 

BLAST score 204 

E value 5.0e-16 

Match length 66 

% identity 62 



51532 



NCBI Description 



(AJ243524) putative f ructose-bisphosphate aldolase [Phleum 
pratense] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401664 

LIB3431-045-P1-N1-A6 

BLASTX 

g347451 

207 

3.0e-16 
39 
100 

(L22155) 
sativa] 



ribulose 1, 5-bisphosphate carboxylase [Oryza 



P 



3 
J 

D 



P 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



401665 

LIB3431-045-P1-N1-A7 

BLASTN 

g5670155 

113 

1.0e-56 

353 
88 

Oryza sativa subsp. japonica BAC clone 34K24, complete 
sequence 

401666 

LIB3431-045-P1-N1-A8 

BLASTX 

gll5791 

194 

8.0e-15 

44 

82 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_81770_pir S01961 chlorophyll a/b-binding 

protein 2 precursor - soybean >gi_18548_emb_CAA31418_ 

(X12980) chlorophyll a/b binding preprotein (AA -33 to 223) 

[Glycine max] 

401667 

LIB3431-045-P1-N1-B1 

BLASTX 

g3885886 

163 

4.0e-ll 

32 

84 

(AF093631) Rieske Fe-S precursor protein [Oryza sativa] 
401668 

LIB3431-045-P1-N1-B10 

BLASTX 

g3549656 

177 

9.0e-13 

75 

45 



51533 



NCBI Description 



(AL031394) putative protein [Arabidopsis thaliana] 



Seq. No. 


401669 


Seq. ID 


LIB3431-045-P1-N1-B12 




RT.A9TX 


NCBI GI 


g3892058 


BLAST score 


267 


E value 


3.0e-23 


Match length 


82 


% identity 


56 


NCBI Description 


(AC002330) putative g: 




[Arabidopsis thaliana; 


Seq. No. 


401670 




LIR34 31-04 5-P1-N1-B2 


Method 


BLASTN 


NCBI GI 


g2662342 


BLAST score 


58 


E value 


7.0e-24 


Match length 


89 


% identity 


95 


NCBI Description 


Oryza sativa mRNA for 


Seq. No. 


401671 


Seq. ID 


LIB3431-045-P1-N1-B4 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


302 


E value 


2.0e-27 


Match length 


58 


% identity 


98 


NCBI Description 


RIBULOSE BISPHOSPHATE 



EF-1 alpha, complete cds 



RBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094 jpir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401672 

LIB3431-045-P1-N1-B8 

BLASTX 

g671740 

277 

2.0e-24 

53 

100 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



401673 

LIB3431-045-P1-N1-C1 

BLASTN 

g2306980 

50 



51534 



E value 


3.0e-19 


Match length 


70 


% identity 


93 


NCBI Description 


Oryza sativa photosystem 




complete cds 


Seq. No. 


401674 


Seq. ID 


LIB3431-045-P1-N1-C10 


Method 


BLASTX 


NCBI GI 


a3885894 


BLAST score 


213 


E value 


5.0e-17 


Match length 


66 


% identity 


65 


NCBI Description 


(AF093635) photosystem-1 : 


Seq. No. 


401675 


Seq. ID 


LIB3431-045-P1-N1-C12 


Method 


BLASTN 


NCBI GI 


g20181 


RT.AST ^mrp 


79 


E value 


3.0e-36 


Match length 


107 


% identity 


93 


NCBI Description 


Rice cab2R gene for light 




a/b-binding protein 


Seq. No. 


401676 


Seq. ID 


LIB3431-045-P1-N1-C9 


Method 


BLASTN 


NCBI GI 


g2306980 


BLAST score 


87 


E value 


4.0e-41 


Match length 


175 


% .identity 


86 


NCBI Description 


Oryza sativa photosystem 




complete cds 


iSeq. No. 


401677 


Seq. ID 


LIB3431-045-P1-N1-D10 


Method 


BLASTX 




al835731 


BLAST score 


359 


E value 


4.0e-34 


Match length 


80 


% identity 


88 


NCBI Description 


(U86018) photosystem II H 


Seq. No. 


401678 


Seq. ID 


LIB3431-045-P1-N1-D11 


Method 


BLASTN 


NCBI GI 


gl815627 


BLAST score 


137 


E value 


7.0e-71 


Match length 


137 


% identity 


100 



NCBI Description Oryza sativa metallothionein-like type 2 (OsMT-2) mRNA, 



51535 



complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401679 

LIB3431-045-P1-N1-D3 

BLASTN 

g3789953 

228 

1.0e-125 

268 

96 

Oryza sativa chlorophyll a/b-binding protein precursor 
(Cab26) mRNA, nuclear gene encoding chloroplast protein 
complete cds 

401680 

LIB3431-045-P1-N1-D5 

BLASTX 

g671740 

326 

3.0e-30 

61 

100 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 

401681 

LIB3431-045-P1-N1-D6 

BLASTN 

g2072554 

392 

0.0e+00 

407 

99 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



401682 .■ 

LIB3431-045-P1-N1-D8 
BLASTX 
gll5787 
403 

3.0e-39 
76 
100 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 
CAB-2) (LHCP) >gi_82461_pir_S03706 chlorophyll a/b-binding 
protein 2R precursor - rice >gi_20182_emb_CAA321O9 
(X13909) chlorophyll a/b-binding preprotein {AA -28 to 235) 
[Oryza sativa] 

Seq. No. 401683 

Seq. ID LIB3431-045-P1-N1-E11 

Method BLASTX 

NCBI GI g2274988 

BLAST score 291 

E value 4.0e-26 

Match length 74 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



51536 



Q 

gi 

"t ' 1 

5 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



76 

(AJ000226) partial sequence, homology to serine 
hydroxymethyl transferases [Hordeum vulgare] 

401684 

LIB3431-045-P1-N1-E3 

BLASTX 

g4741942 

439 

2.0e-43 

111 

76 

(AF134121) LhcaS protein [Arabidopsis thaliana] 
401685 

LIB3431-045-P1-N1-E4 

BLASTN 

g3075487 

314 

1.0e-176 

314 

100 

Oryza sativa chlorophyll a/b-binding protein (RCABP69) 
iriRNA, complete cds 

401686 

LIB3431-045-P1-N1-E5 

BLASTX 

g461812 

298 

6.0e-27 

88 

56 

CYTOCHROME P450 72A1 (CYPLXXII) (PROBABLE 

GERANIOL- 10 -HYDROXYLASE) (GE10H) >gi_167484 (L10081) 

Cytochrome P-450 protein [Catharanthus roseus] 

>gi_445604_prf 1909351A cytochrome P450 [Catharanthus 

roseus] 



Seq. No. 


401687 


Seq. ID 


LIB3431-045- 


Method 


BLASTN 


NCBI GI 


g5042437 


BLAST score 


135 


E value 


1.0e-69 


Match length 


196 


% identity 


92 


NCBI Description 


Oryza sativa 


Seq. No. 


401688 


Seq. ID 


LIB3431-045- 


Method 


BLASTX 


NCBI GI 


gll5813 


BLAST score 


257 


E value 


4.0e-22 


Match length 


61 


% identity 


82 



P1-N1-E6 



51537 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB- 8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

401689 

LIB3431-045-P1-N1-E8 

BLASTX 

g3789954 

357 

7.0e-34 

66 

100 

(AF094776) 
sativa] 



chlorophyll a/b-binding protein precursor [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



401690 

LIB3431-045-P1-N1-E9 

BLASTX 

gl31225 

256 

4.0e-22 

56 

82 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 

401691 

LIB3431-045-P1-N1-F1 

BLASTX 

g3212852 

309 

3.0e-28 

80 

66 

(AC004005) unknown protein [Arabidopsis thaliana] 
401692 

LIB3431-045-P1-N1-F11 

BLASTX 

g5733866 

343 

3.0e-32 

86 

69 

(AC007932) Contains similarity to gb_M73488 
1-aminocyclopropane-l-carboxylate deaminase from 
Pseudomonas sp. ESTs gb_Z18033 and gb_Z34214 come from 
this gene. [Arabidopsis thaliana] 

401693 

LIB3431-045-P1-N1-F12 

BLASTN 

g2073379 

184 

4.0e-99 



51538 



Match length 


203 




% identity 


98 




NCBI Description 


Rice CP26 mRNA, partial sequence 




Seq. No. 


401694 




Seq. ID 


LIB3431-045-P1-N1-F3 




Method 


BLASTX 






rr^l 96ft 
y O J.Z DO D 4 




BLAST score 


294 




E value 


2.0e-26 




Match length 


57 




% identity 


98 




NCBI Description 


(AF061577) chlorophyll a/b binding protein [Oryza 


sativa] 


Seq. No. 


401695 




Seq. ID 


LIB3431-045-P1-N1-F4 




Method 


BLASTX 






rr^l 96ft 
yO L£ DO D*± 




BLAST score 


192 




E value 


5.0e-19 




Match length 


61 




% identity 


89 




NCBI Description 


(AF061577) chlorophyll a/b binding protein [Oryza 


sativa] 


Seq. No. 


401696 




Seq. ID 


LIB3431-045-P1-N1-F9 




Method 


BLASTX 




NCBI GI 


g5734636 




BLAST score 


180 




E value 


4.0e-13 




Match length 


48 




% identity 


65 




NCBI Description 


(AP000391) Similar to putative lipase (AC006232) 


[Oryza 



sativa] 



Seq. No. 


401697 


Seq. ID 


LIB3431-045-P1-N1-G1 


Method 


BLASTX 


NCBI GI 


gl052960 


BLAST score 


348 


E value 


8.0e-33 


Match length 


79 


% identity 


86 


NCBI Description 


(U37437) PNIL34 [Ipomoea nil] 


Seq. No. 


401698 


Seq. ID 


LIB3431-045-P1-N1-G12 


Method 


BLASTX 


NCBI GI 


gl67097 


BLAST score 


151 


E value 


6.0e-17 


Match length 


52 


% identity 


88 


NCBI Description 


(M55449) ribulose 1, 5-bisphosphate 



[ Horde um vulgare] 



Seq. No. 401699 • 

51539 



3 



D 



Seq. ID 


LIB3431-045-P1-N1-G2 


Method 


BLASTX 


NCBI GI 


gl67097 




151 


E value 


7.0e-15 


Match length 


47 


% identity 


91 


NCBI Description 


(M55449) ribulose 1, 5-bisphosphate a 




[Hordeum vulgare] 


Seq. No. 


401700 


Seq. ID 


LIB3431-045-P1-N1-G6 


Method 


BLASTX 


NCBI GI 


g3914005 




328 


E value 


2.0e-30 


Match length 


73 


% identity 


89 


J4CBI Description 


MITOCHONDRIAL LON PROTEASE HOMOLOG 1 




(U85494) LON1 protease [Zea mays] 


Seq. No. 


401701 


Seq. ID 


LIB3431-045-P1-N1-G8 


Method 


BLAST N 


V* \* O J. \J X 


a2570514 


BLAST score 


206 


E value 


1.0e-112 


Match length 


326 


% identity 


91 


NCBI Description 


Oryza sativa glycolate oxidase (GOX) 


Seq. No. 


401702 


Seq. ID 


LIB3431-045-P1-N1-H10 


Method 


BLAST N 


NCBI GI 


g3789951 


BLAST score 


77 


E value 


2.0e-35 


Match length 


105 1 


% identity 


93 


NCBI Description 


Oryza sativa chlorophyll a/b-binding 



PRECURSOR >gi_1816586 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

401703 

LIB3431-045-P1-N1-H2 

BLASTN 

g4105602 

343 

0.0e+00 

371 

98 

Oryza sativa metallothionein (MTe) gene, complete cds 
401704 

LIB3431-045-P1-N1-H3 

BLASTN 

g5912298 



51540 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45 

5.0e-16 

59 

95 

Oryza sativa mRNA for gigantea homologue, partial 
401705 

LIB3431-045-P1-N1-H4 

BLASTX 

gll72977 

327 

2.0e-30 

69 

87 

60S RIBOSOMAL PROTEIN L18 >gi_606970 (U15741) cytoplasmic 
ribosomal protein L18 [Arabidopsis thaliana] 

401706 

LIB3431-045-P1-N1-H6 

BLASTX 

g3036951 

301 

2.0e-27 

58 

100 

(AB012639) 



light harvesting chlorophyll a/b-binding protein 



[Nicotiana sylvestris] 
401707 

LIB3431-046-P1-K1-A1 

BLASTX 

gl353352 

483 

1.0e-48 
149 

57 

(U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 



Seq. No. 

Seq. . ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



401708 

LIB3431-04 6-P1-K1-A10 

BLASTX 

g6006363 

288 

7.0e-26 

58 

98 

(AP000559) ESTs AU078183 (C62904 ) , C73912 (E21020 ) correspond 
to a region of the predicted gene.; Similar to water stress 
inducible protein (U74296) [Oryza sativa] 

401709 

LIB3431-046-P1-K1-A11 

BLASTX 

g4105561 

684 

3.0e-72 



51541 



en 

m 



u. 



r 

Issl 

M 
O 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139 
97 

(AF047444) 



ribulose-5-phosphate-3-epimerase [Oryza sativa] 



precursor - rice 

type I light-harvesting 



401710 

LIB3431-04 6-P1-K1-A12 

BLASTX 

gll5787 

438 

3.0e-43 

106 

85 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

401711 

LIB3431-046-P1-K1-A3 . 

BLASTX 

g320618 

465 

1.0e-46 

108 

83 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227 611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

401712 

LIB3431-04 6-P1-K1-A4 

BLASTX 

g2288969 

422 

2.0e-41 

122 

70 

(Y12862) glutathione transferase [Zea mays] 
401713 

LIB3431-04 6-P1-K1-A6 

BLASTX 

g320618 

712 

2.0e-75 

159 

86 

chlorophyll a/b-binding protein I precursor - rice . 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



Seq. No. 



401714 



51542 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
-NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-046-P1-K1-A7 

BLASTX 

g3075488 

545 

5.0e-56 

107 

98 

(AF058796) 



chlorophyll a/b-binding protein [Oryza sativa] 



401715 

LIB3431-04 6-P1-K1-A8 

BLASTX 

gl00454 

627 

2.0e-65 

154 

77 

photosystem II oxygen-evolving complex protein 1 - potato 
>gi_809113_emb_CAA35601_ (X17578)- 33kDa precursor protein 
of oxygen-evolving complex [Solanum tuberosum] 

401716 

LIB3431-04 6-P1-K1-B10 

BLASTX 

g6093830 

155 

2.0e-10 

37 

81 

PHOTOSYSTEM II CORE COMPLEX PROTEINS PSBY PRECURSOR (L-AME) 
[CONTAINS: PHOTOSYSTEM II PROTEIN PSBY-1; KD PHOTOSYSTEM II 
PROTEIN PSBY-2] >gi_3337435 (AF060198) PsbY precursor; 
putative photosytem II peptide [Spinacia oleracea] 

401717 

LIB3431-046-P1-K1-B11 

BLASTX 

g82080 

433 

9.0e-43 

124 

67 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

401718 

LIB3431-046-P1-K1-B12 

BLASTX 

g3395439 

266 

4.0e-23 

81 

62 

(AC004683) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



401719 



51543 



m 

3 

h 



Q 



Seq. ID 


LIB3431-046-P1-K1-B3 


Method 


BLASTN 


NCBI GI 


a4959460 


BLAST score 


37 


E value 


2.0e-ll 


Match length 


37 


% identity 


100 


NCBI Description 


Zea mays RACB small GTP binding protein mRNA, complete cds 


Seq. No. 


401720 


Seq. ID 


LIB3431-04 6-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


g4138290 


BLAST score 


582 


E value 


3.0e-60 


Match length 


128 


% identity 


85 


NCBI Description 


(AJ005841) thioredoxin M [Oryza sativa] 


Seq. No. 


401721 


Seq. ID 


LIB3431-04 6-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


g€29864 


BLAST score 


410 


E value 


6.0e-40 


Match length 


86 


% identity 


97 


NCBI Description 


histone H2B - garden asparagus >gi 563329 emb CAA57778_ 




(X82362) histone 2B [Asparagus officinalis] 


Seq. No. 


401722 


Seq. ID 


LIB3431-046-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


□4680212 


BLAST score 


163 


E value 


3.0e-ll 


Match length 


52 


% identity 


62 


NCBI Description 


(AF114171) hypothetical protein [Sorghum bicolor] 


.Seq. No. 


401723 


Seq. ID i 


LIB3431-04 6-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


gl31225 


BLAST score 


565 


E value 


3.0e-58 


Match length 


119 


% identity 


91 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 




V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 




precursor - barley >gi_167087 (M61146) photosystem I 




hydrophobic protein [Hordeum vulgare] 


Seq. No. 


401724 


Seq. ID 


LIB3431-04 6-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g671740 



51544 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



583 

2.0e-60 

109 

98 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 

401725 

LIB3431-04 6-P1-K1-C4 

BLASTX 

g2072555 

237 

9.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

401726 

LIB3431-046-P1-K1-C6 

BLASTN 

g3377792 

76 

4.0e-35 

95 •>•••'. 
96 

Oryza sativa ribulose-1, 5-bisphosphate 

carboxylase/oxygenase activase (rca) mRNA, complete cds 
401727 

LIB3431-04 6-P1-K1-C7 

BLASTX 

gl32105 

632 

4.0e-66 

137 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1 , 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401728 

LIB3431-046-P1-K1-C8 

BLASTX 

gl617197 

293 

2.0e-26 

76 

74 

(Z72488) CP12 [Nicotiana tabacum] 



51545 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401729 

LIB3431-04 6-P1-K1-C9 

BLAST N 

gll957 

83 

3.0e-39 

127 

46 

Rice complete chloroplast genome 
401730 

LIB3431-04 6-P1-K1-D11 

BLAST X 

gl!5794 

826 

9.0e-89 

161 

95 

CHLOROPHYLL A-B BINDING PROTEIN 13 PRECURSOR (LHCII TYPE 

III CAB-13) >gi_72748_pir CDT033 chlorophyll a/b-binding 

protein type III precursor (cab-13) - tomato 
>gi_19277_emb_CAA42818_ (X60275) LHCII type III 
[Lycopersicon esculentum] 

401731 

LIB34 31-04 6-P1-K1-D12 

BLASTX 

g3377841 

453 

3.0e-45 

107 

82 

(AF075598) contains similarity to phosphof ructokinases 
(Pfam; PFK.hmm, score; 36.60) [Arabidopsis thaliana] 



Seq. No. 


401732 


Seq. ID 


LIB3431-04 6-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


g4099148 


BLAST score 


551 


E value 


1.0e-56 


Match length 


140 


% identity 


81 


NCBI Description 


(U84268) YLP [Hordeum vulgare 


Seq. No. 


401733 


Seq. ID 


LIB3431-04 6-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


g5668608 


BLAST score 


362 


E value 


2.0e-34 


Match length 


148 


% identity 


48 - . ^ 


NCBI Description 


(AF115334) MenG [Pseudomonas 


Seq. No. 


401734 



51546 



Seq. ID 


LIB3431-04 6-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


175 


T** tra 1 hp 

ill V QX LLC? 


1 . Oe-12 


Match length 


32 


% identity 


100 


NCBI Description 


(AF001396) metallothion< 




>gi_6 1 0 3 4 4 l_gb_AAF0 3 6 0 3 




protein [Oryza sativa] 


Seq. No. 


401735 


Seq. ID 


LIB3431-046-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


al519249 


BLAST score 


697 


E value 


1.0e-73 


Match length 


146 


% identity 


95 


NCBI Description 


(U65956) GF14-b protein 


Seq. No. 


401736 


Seq. ID 


LIB3431-04 6-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g5738522 


BLAST score 


180 


E value 


2.0e-13 


Match length 


50 


% identity 


72 


NCBI Description 


(AL109846) putative pre- 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



rna helicase [Schizosaccharomyces pombe] 
401737 

LIB3431-04 6-P1-K1-E1 

BLASTX 

g417260 

381 

1.0e-36 

121 

64 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401738 

LIB3431-046-P1-K1-E12 

BLASTX 

gll5787 

540 

2.0e-55 

123 

88 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_824 61_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



51547 



Seq. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seg. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seg. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seg. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seg. No. 
Seg. ID 
Method 
NCBI GI 
BLAST score 
E value 



401739 

LIB3431-046-P1-K1-E2- 

BLASTX 

gl31225 

607 

4.0e-63 

127 

92 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M6114 6) photosystem I 
hydrophobic protein [Hordeum vulgare] 

401740 

LIB3431-04 6-P1-K1-E3 

BLASTX 

g6063542 

681 

8.0e-72 

135 

100 

(AP000615) EST C74302 (E30840) corresponds to a region of 
the predicted gene.; similar to glyceraldehyde-3-phosphate 
dehydrogenase. (M64118) [Oryza sativa] 

401741 

LIB3431-04 6-P1-K1-E5 

BLASTX 

gl31205 

178 

9.0e-13 

36 

100 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT VIII (PSI-I) 

>gi_72677_pir A1RZI photosystem I protein psal - rice 

chloroplast >gi_11996_emb_CAA33957_ (X15901) ORF36 [Oryza 

sativa] >gi_226617j?rf 160335 6AP photosystem I small 

peptide [Oryza sativa] 

401742 

LIB3431-04 6-P1-K1-E6 

BLASTX 

g4530126 

236 

2.0e-19 

90 

51 

(AF078082) receptor-like protein kinase homolog RK20-1 
[Phaseolus vulgaris] 

401743 

LIB3431-046-P1-K1-E7 

BLASTX 

g3334333 

422 

1.0e-41 



51548 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



103 
76 

SUPEROXIDE DISMUTASE-2 [CU-ZN] >gi_2660798 (AF034832) 
cytosolic copper/zinc superoxide dismutase 
[Mesembryanthemum crystallinum] 

401744 

LIB3431-04 6-P1-K1-E8 

BLASTX 

g3789954 

563 

4.0e-58 

120 

88 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



401745 

LIB3431-04 6-P1-K1-E9 

BLASTX 

g4587556 

284 

2.0e-25 

103 

53 

(AC006577) Similar to gi_1653162 (p)ppGpp 
3-pyrophosphohydrolase from Synechocystis sp genome 
gb_D90911. EST gb_W43807 comes from this gene. 
[Arabidopsis thaliana] 

401746 

LIB3431-04 6-P1-K1-F1 

BLASTX 

gll5787 

529 

5.0e-54 

121 

88 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_824 61_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb__CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

401747 

LIB3431-04 6-P1-K1-F11 

BLASTX 

g3345477 

707 

7.0e-75 

151 

90 

(AB016283) carbonic anhydrase [Oryza sativa] 
401748 

LIB3431-046-P1-K1-F3 
BLASTX 



51549 





IN \s D J. Ol 






BLAST score 


249 




E value 


3.0e-21 




Match length 


103 




% identity 


49 




NCBI Description 


(AC006418) hypothetical protein [Arabidopsis thaliana] 




Seq. No. 


401749 




Seq. ID 


LIB3431-04 6-P1-K1-F4 




Method 


BLASTX 




NCBI GI 


g82080 




BLAST score 


412 




Hi VCLXLitr 






Match length 


111 




% identity 


68 




NCBI Description 


chlorophyll a/b-binding protein type III precursor - toma 






>gi_226872_prf 1609235A chlorophyll a'/b binding protein 






[Lycopersicon esculentum] 


0 


Seq. No. 


401750 




Seq. ID 


LIB3431-04 6-P1-K1-F5 




Method 


BLASTX 


w » 

03 


MPDT (IT 


rrl ft^S?^ 




BLAST score 


507 




E value 


2.0e-51 


0 


Match length 


123 




% identity 


81 


m 


NCBI Description 


(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 


5 

S a 


Seq. No. 


401751 


fcsss 


Seq. ID 


LIB3431-04 6-P1-K1-F6 


b 


Method 


BLASTX 




NCBI GI 


g4512125 


Q 




1 7ft 
J. / o 




E value 


6.0e-13 


0 


Match length 


32 




% identity 


100 




NCBI Description 


(AF133340) putative chlorophyll a/b-binding protein 






[Phalaenopsis sp. 1 KCbutterf ly 1 ] 




Seq. No. 


401752 




Seq. ID 


LIB3431-04 6-P1-K1-F8 




Method 


BLASTX 




NCBI GI 


g3914603 




BLAST score 


680 




E value 


1.0e-71 




\A ^ \-\ 1 r~\ r\ r*t +~ 

nat.cn lengufi 


±j j. 




% identity 


99 




NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, . 






CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 






(U74321) ribulose-1, 5-bisphosphate carboxylase/oxygenase 






activase [Oryza sativa] 




Seq. No. 


401753 




Seq. ID 


LIB3431-04 6-P1-K1-G1 




Method 


BLASTX 




NCBI GI 


g3789952 



51550 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



612 

1.0e-63 

121 
93 

(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401754 

LIB3431-04 6-P1-K1-G10 

BLASTX 

gl32105 

660 

2.0e-69 

141 

89 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401755 

LIB3431-04 6-P1-K1-G11 

BLASTX 

g3914470 

311 

6.0e-37 

115 

71 

PHOTOS YSTEM II 10 KD POLYPEPTIDE PRECURSOR 
>gi_13218 68_emb_CAA66373_ (X97771) lOkD PSII protein 
[Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401756 

LIB3431-046-P1-K1-G12 

BLASTX 

g82080 

438 

2.0e-44 

138 

68 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



401757 

LIB3431-04 6-P1-K1-G3 

BLASTX 

gl31388 

352 

3.0e-33 

120 

65 



51551 



NCBI Description 



OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_100831_pir SI 6260 

photosystem II. oxygen-evolving complex protein 1 - common 
wheat x Sanduri wheat >gi_21844_emb_CAA40670_ (X57408) 
33kDa oxygen evolving protein of photosystem II [Triticum 
aestivum] 



Seq. No. 


401758 


Seq. ID 


. LIB3431-046-P1-K1-G6 


Method 


BLASTN 


NCBI GI 


g6006355 


BLAST score 


108 


E value 


8.0e-54 


Match length 


164 


% identity 


100 


inudi Description 


vjryza sativa ytJiiuuno \j\st\.f 


Seq. No. 


401759 


Seq. ID 


LIB3431-046-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g2499417 


BLAST score 


4 67 


E value 


1.0e-46 


Match length 


111 


% identity 


80 


NCBI Description 


GLYCINE CLEAVAGE SYSTEM H 




>gi iuo jozo pir o^y^fio n 




>gi~5 4 7 5 5 8_emb_CAA8 5 7 6 1_ 




anomala] 


Seq. No. 


401760 


Seq. ID 


LIB3431-04 6-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g4469020 


BLAST score 


602 


E value 


2.0e-62 


Match length 


132 


% identity 


86 


NCBI Description 


(AL035602) putative prote: 




thaliana] 


Seq. No. 


401761 


Seq. ID 


LIB3431-04 6-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


gll5787 


BLAST score 


544 


E value 


9.0e-56 


Match length 


124 


% identity 


88 



[Arabidopsis 



NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_824 61_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 



401762 



51552 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-046-P1-K1-H10 

BLASTX 

g3345477 

564 

5.0e-58 

106 

100 

(AB016283) 



carbonic anhydrase [Oryza sativa] 



401763 

LIB3431-046-P1-K1-H2 

BLASTX 

g2072555 

237 

9.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

401764 

LIB34 31-04 6-P1-K1-H3 

BLASTX 

g399213 

781 

2.0e-83 

170 

91 

ATP- DEPENDENT CLP PROTEASE ATP-BINDING SUBUNIT CLPA HOMOLOG 

CD4B PRECURSOR >gi_100190_pir B35905 CD4B protein - tomato 

>gi_170435 (M32604) ATP-dependent protease (CD4B) 
[Lycopersicon esculentum] 

401765 

LIB3431-04 6-P1-K1-H4 

BLASTX 

g4079798 

408 

8.0e-40 

112 

72 

(AF052203) 23 kDa polypeptide of photosystem II [Oryza 
sativa] 

401766 

LIB3431-046-P1-K1-H6 

BLASTX 

gll8170 

429 

4.0e-42 

102 

85 

CYSTEINE PROTEINASE INHIBITOR- I (ORYZACYSTATIN-I ) 

>gi_82491j?ir A28464 oryzacystatin - rice >gi_169784 

(J03469) oryzacystatin [Oryza sativa] >gi_169807 (M29259) 
oryzastatin [Oryza sativa] >gi 259137_bbs_120195 (S49967) 



51553 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score" 

E value 

Match length 

% identity 

NCBI Description 



oryzacystatin=cysteine protease inhibitor [Oryza=rice, 
Peptide, 102 aa] [Oryza] >gi_1280613 (U54702) oryzacystatin 
[Oryza sativa] 

401767 

LIB3431-04 6-P1-K1-H7 

BLASTX 

gll73347 

883 

2.0e-95 

173 

93 

SEDOHEPTULOSE-l,7-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 
{ SEDOHEPTULOSE-BISPHOSPHATASE ) { SBPASE ) { SED (1,7) P2ASE ) 

>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265_emb_CAA4 6507_ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match' length 

% identity 

NCBI Description 



401768 

LIB3431-04 6-P1-K1-H9 

BLASTX 

g2495180 

396 

2.0e-38 

94 

83 

PORPHOBILINOGEN DEAMINASE PRECURSOR (PBG) 

(HYDROXYMETHYLBILANE SYNTHASE) (HMBS) ( PRE-UROPORPHYRINOGEN 

SYNTHASE) >gi_421882_pir S35873 hydroxymethylbilane 

synthase (EC 4.3.1.8) - garden pea >gi_541971_pir JQ2278 

hydroxymethylbilane synthase (EC 4.3.1.8) precursor - 
garden pea chloroplast >gi_313724_emb_CAA51820_ (X73418) 
hydroxymethylbilane synthase [Pisum sativum] 

401769 

LIB3431-04 6-P1-N1-A1 

BLASTX 

g!353352 

233 

2.0e-19- 

62 

73 

(U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 

401770 

LIB3431-04 6-P1-N1-A10 

BLASTN 

g6006355 

214 

1.0e-117 

353 

99 

Oryza sativa genomic DNA, chromosome 6, clone : P0493C11 



Seq. No. 



401771 



51554 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-04 6-P1-N1-A11 

BLASTN 

g4105560 

101 

2.0e-49 

164 

90 

Oryza sativa ribulose-5-phosphate-3-epimerase (RPE) mRNA, 
complete cds 

401772 

LIB3431-04 6-P1-N1-A4 

BLASTX 

g2288969 

205 

5.0e-16 

68 

54 

(Y12862) glutathione transferase [Zea mays] 
401773 

LIB3431-04 6-P1-N1-A6 

BLASTX 

gll5787 

409 

6.0e-40 

77 

100 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461j?ir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

401774 

LIB3431-04 6-P1-N1-A7 

BLASTX 

g2326947 

224 

3.0e-18 

44 

98 

(Z50801) Chlorophyll a/b-binding protein CP29 precursor 
[Zea mays] 

401775 

LIB3431-04 6-P1-N1-A8 

BLASTX 

g482311 

244 

9.0e-21 * 

50 

96 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 



51555 



Seq. No. 


401776 


Seq. ID 


LIB3431-046-P1-N1-A9 


Method 


BLASTX 


NCBI GI 


a4158219 


BLAST score 


554 


E value 


6.0e-57 


Match length 


108 


% identity 


100 


NCBI Description 


(Y18623) amylogenin [Oryza sativa] 


Seq. No. 


401777 


Seq. ID 


LIB3431-04 6-P1-N1-B5 


Method 


BLASTX 


NCBI GI 


g5932555 


BLAST score 


423 


E value 


1.0e-41 


Match length 


104 


% identity 


76 


NCBI Description 


(AC009465) putative ribose 5-phosphate 




[Arabidopsis thaliana] 


Seq. No. 


401778 


Seq. ID 


LIB3431-04 6-P1-N1-B6 


Method 


BLASTX 




\J ^ ± *J \J J \J 


BLAST score 


239 


E value 


5.0e-20 


Match length 


48. 


% identity 


100 


NCBI Description 


(AJ005841) thioredoxin M [Oryza sativa] 


Seq. No. 


401779 


Seq. ID 


LIB3431-04 6-P1-N1-C10 


Method 


BLASTN 


NCBI GI 


g!398998 


BLAST score 


52 


E value 


3.0e-20 


Match length 


192 


% identity 


82 


NCBI Description 


Rice OSOEE2 gene for 23 kDa polypeptide 




complete cds 


Seq. No. 


401780 


Seq. ID 


LIB3431-04 6-P1-N1-C11 


Method 


BLASTN 


NCBI GI 


g3063523 


RT.A9T qrnrp 

i 11 in . i j_ O J- C 


59 


E value 


2.0e-24 


Match length 


166 


% identity 


83 


NCBI Description 


Oryza sativa ribulose 1, 5-bisphosphate < 




subunit mRNA, complete cds 


Seq. No. 


401781 


Seq. ID 


LIB3431-04 6-P1-N1-C4 


Method 


BLASTX 


NCBI GI 


g2072555 



isomerase 



51556 



BLAST score 
E value 
Match length 
% identity' 
NCBI Description 



237 

9.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-1 
protein [Oryza sativa] 



Seq. No. 


401782 


Seq. ID 


LIB3431-046-P1-N1-C6 


Method 


BLASTX 


NCBI GI 


gl67097 


BLAST score 


165 


E value 


4.0e-24 


Match length 


70 




O J 


NCBI Description 


(M55449) ribulose 1, 5-bisphosphate carboxylase activasi 




[Hordeum vulgare] 


Seq. No. 


401783 


Seq. ID 


LIB3431-04 6-P1-N1-C7 


Method 


BLASTX 


NCBI GI 


g671740 


BLAST score 


299 


E value 


4.0e-27. 


L v lclL<— 11 XtJIiyLIl 




% identity 


95 


NCBI Description 


(X84730) ribulose-bisphosphate carboxylase [synthetic 




construct] 


Seq. No. 


401784 


Seq. ID 


LIB3431-04 6-P1-N1-D11 


Method 


BLASTX 


NCBI GI 


g829283 


BLAST score 


203 


E value 


6.0e-16 


L v icit,(_n j_eij.yt.ri 


fi O 


% identity 


83 


NCBI Description 


(Z15018) heat shock protein hsp82 [Oryza sativa] 


Seq. No. 


401785 


Seq. ID 


LIB3431-04 6-P1-N1-D12 


Method 


BLASTX 


NCBI GI 


g3377841 


BLAST score 


182 


E value 


1.0e-13 


Match length 


47 


% identity 


74 


NCBI Description 


(AF075598) contains similarity to phosphof ructokinases 




(Pfam; PFK.hinm, score; 36.60) [Arabidopsis thaliana] 


Seq. No. 


401786 


Seq. ID 


LIB3431-04 6-P1-N1-D2 


Method 


BLASTN 


NCBI GI 


g4099149 


BLAST score 


43 


E value 


7.0e-15 



51557 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



91 
87 

Hordeum vulgare vacuolar proton-translocating ATPase 
subunit E (Yip) mRNA, complete cds 

401787 

LIB3431-046-P1-N1-D3 

BLASTX 

g5668608 

192 

1.0e-14 

83 
42 

(AF115334) MenG [Pseudomonas fluorescens] 
401788 

LIB3431-04 6-P1-N1-D4 

BLASTX 

gl835731 

340 

6.0e-32 

80 

84 

(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 
401789 

LIB3431-04 6-P1-N1-D5 

BLASTX 

g829283 

232 

2.0e-19 

58 

83 

(Z15018) heat shock protein hsp82 [Oryza sativa] 
401790 

LIB3431-04 6-P1-N1-D6 

BLASTN 

g2072554 

390 

0.0e+00 

390 

100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 

401791 

LIB3431-046-P1-N1-D7 

BLASTX 

g4490317 

302 

2.0e-27 

113 

51 

(AL035678) putative protein [Arabidopsis thaliana] 



Seq. No. 



401792 



51558 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-04 6-P1-N1-E10 

BLASTX 

g729478 

344 

2.0e-32 

72 

88 

FERREDOXIN— NADP REDUCTASE, LEAF ISOZYME PRECURSOR (FNR) 
>gi_442481_clbj_BAA04 616_ (D17790)- f erredoxin-NADP-f- 
reductase [Oryza sativa] >gi_606964 9_dbj_BAA85425 . 1_ 
(AP000616) ESTs AU078647 (E1557) ,C72400 (E1557) correspond to 
a region of the predicted gene.; similar to 
ferredoxin-NADP+ reductase (D17790) [Oryza sativa] 



Q 

f 583 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



□ 



401793 

LIB3431-04 6-P1-N1-E12 

BLASTX 

g226263 

247 

5.0e-21 

46 

100 

chlorophyll a/b binding protein [Glycine max] 
401794 

LIB3431-04 6-P1-N1-E2 

BLASTX 

gl31225 

310 

2.0e-28 

90 

68 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401795 

LIB34 31-04 6-P1-N1-E3 

BLASTX 

g6063542 

512 

4.0e-52 

96 

99 

(AP000615) EST C74302 (E30840) corresponds to a region of 
the predicted gene.; similar to glyceraldehyde-3-phosphate 
dehydrogenase. (M64118) [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



401796 

LIB3431-04 6-P1-N1-E5 

BLASTX 

gll998 

292 

4.0e-35 

76 

93 



51559 



NCBI Description 



(X15901) ORF85 [Oryza sativa] >gi_22 6619_prf 1603356AR ORF 

85A [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401797 

LIB3431-046-P1-N1-E7 

BLASTX 

g3786214 

295 

1.0e-26 

74 

74 

(AJ002604) high pi CuZn-superoxide dismutase [Pinus 
sylvestris] 

401798 

LIB3431-046-P1-N1-F1 

BLASTX 

gll5772 

309 

3.0e-28 

59 

100 

CHLOROPHYLL A-B BINDING PROTEIN 1 PRECURSOR (LHCII TYPE I 

CAB-1) (LHCP) >gi_82460_pir S03705 chlorophyll a/b-binding 

protein 1R precursor - rice >gi_20178_emb_CAA32108_ 
(X13908) chlorophyll a/b-binding preprotein (AA -31 to 235) 
[Oryza sativa] 



Seq. No. 


401799 


Seq. ID 


LIB3431-046-P1-N1-F11 


Method 


BLAST N 


NCBI GI 


g3345476 


BLAST score 


173 


E value 


1.0e-92 


Match length 


248 


% identity 


92 


NCBI Description 


Oryza sativa gene for carbonic - 


Seq. No. 


401800 


Seq. ID 


LIB3431-04 6-P1-N1-F3 


Method 


BLASTX 


NCBI GI 


g4415940 


BLAST score 


172 


E value 


3.0e-12 


Match length 


51 


% identity 


59 


NCBI Description 


(AC006418) hypothetical protein 


Seq. No. 


401801 


Seq. ID 


LIB34 31-04 6-P1-N1-F4 


Method 


BLASTX 


NCBI GI 


gll5813 


BLAST score 


243 


E value 


2.0e-20 


Match length 


55 


% identity 


85 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 



51560 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI* 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CAB-8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

401802 

LIB3431-046-P1-N1-F5 

BLASTX 

gl835731 

371 

2.0e-35 

82 

88 

(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 
401803 

LIB3431-04 6-P1-N1-F6 

BLASTX 

g421916 

178 

6.0e-T3 

32 

100 

chlorophyll a/b-binding protein - English ivy (fragment) 
>gi_12582_emb_CAA48410_ (X68333) light harvesting 
chlorophyll a /b binding protein [Hedera helix] 

401804 

LIB3431-04 6-P1-N1-F8 

BLASTX 

gl00614 

196 

3.0e-15 

50 

78 

ribulose-bisphosphate carboxylase activase A long form 
precursor - barley (fragment) >gi_167089 (M55446) ribulose 
1, 5-bisphosphate carboxylase activase [Hordeum vulgare] 

401805 

LIB3431-04 6-P1-N1-G10 

BLASTX 

g347451 

236 

9.0e-20 

47 

98 

(L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401806 

LIB3431-046-P1-N1-G11 

BLASTX 

g3914470 

374 

4.0e-39 

105 

68 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 



51561 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



>gi_1321868_emb_CAA66373_ (X97771) lOkD PSII protein 
[Hordeum vulgare] 

401807 

LIB3431-04 6-P1-N1-G12 

BLASTN 

g430946 

41 

1.0e-13 

65 

91 

Arabidopsis thaliana PSI type III chlorophyll a/b-binding 
protein (Lhca3*l) mRNA, complete cds 

401808 

LIB3431-04 6-P1-N1-G3 
BLASTX 
g482311 
.364 

8.0e-35 
73 

99 • ; 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 

401809 

LIB3431-046-P1-N1-G6 

BLASTN 

g6006355 

162 

4.0e-86 

220 

93 

Oryza sativa genomic DNA, chromosome 6, clone: P0493C11 
401810 

LIB3431-04 6-P1-N1-G8 

BLASTX 

g2499417 

289 

6.0e-26 
68 
78 

GLYCINE CLEAVAGE SYSTEM H PROTEIN 

>gi_1085826_pir S49248 H-protein 

>gi_547558_emb_CAA85761_ (Z37524) 
anomala] 

401811 

LIB3431-046-P1-N1-G9 
BLASTN 
g4680196 
56 

2.0e-22 
108 
88 



PRECURSOR 

- Flaveria anomala 
H-protein [ Flaveria 



51562 



NCBI Description Sorghum bicolor BAC clone 25.M18, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401812 

LIB3431-046-P1-N1-H10 

BLASTN 

g606816 

184 

3.0e-99 

208 

97 

Oryza sativa chloroplast carbonic anhydrase mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401813 

LIB3431-046-P1-N1-H4 

BLASTN 

gl398998 

165 

9.0e-88 

272 
97 

Rice OSOEE2 gene for 23 kDa polypeptide of photosystem II, 
complete cds 



O 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401814 

LIB3431-04 6-P1-N1-H7 

BLASTX 

gll73347 

172 

3.0e-12 

39 

92 

SEDOHEPTULOSE-1, 7 -BIS PHOSPHATASE, CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) (SED (1,7) P2ASE) 

>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265_emb_CAA4 6507_ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401815 

LIB3431-046-P1-N1-H9 

BLASTN 

g2661765 

46 

1.0e-16 

82 

89 

Zea mays mRNA for putative porphobilinogen deaminase 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



401816 

LIB3431-047-P1-K1-A11 

BLASTX 

g482311 

649 

4.0e-68 

129 

98 



51563 



NCBI Description 



photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 





Seq. No. 


401817 




Seq. ID 


LIB3431-047-P1-K1-A12 




Method 


BLASTN 




NCBI GI 


g20262 




BLAST score 


252 




E value 


1.0e-139 




Match length 


252 




% identity 


100 




NCBI Description 


0. sativa light-induced mRNA 




Seq. No. 


401818 




Seq. ID 


LIB3431-047-P1-K1-A3 




Method 


BLASTX 




NCBI GI 


g5912299 


f i 


BLAST score 


547 


I ft 


E value 


3.0e-56 




Match length 


105 




% identity 


100 




NCBI Description 


(AJ133787) gigantea homologi 


u ; 


Seq. No. 


401819 


! 

r^- 


Seq. ID 


LIB3431-047-P1-K1-A4 


J=r3, 

y = 


Method 


BLASTX 


E 


NCBI GI 


gl32105 




BLAST score 


533 




E value 


2.0e-54 




Match length 


118 




% identity 


86 


□ 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBO: 



[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 

(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401820 

LIB3431-047-P1-K1-A5 

BLASTX 

g22240 

450 

7.0e-45 

116 

79 

(X07157) GADPH (383 AA) [Zea mays] 
401821 

LIB3431-047-P1-K1-A7 

BLASTX 

g6016875 

275 



51564 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-24 

68 

78 

(AP000570) EST AU078302 (C6324 1 ) corresponds to a region of 
the predicted gene.; hypothetical protein [Oryza sativa] 

401822 

LIB3431-047-P1-K1-A8 

BLASTN 

g2072554 

47 

2.0e-17 

147 

83 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



OB 



■S5SK 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST 'score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401823 

LIB3431-047-P1-K1-A9 

BLASTN 

g20369 

42 

9.0e-15 

54 

94 

Oryza sativa shoot GS2 mRNA for chloroplastic glutamine 
synthetase (EC 6.3.1.2) (clone lambda-GS31) 
>gi_2170909_dbj_E02681_E02681 cDNA encoding precursor of 
chloroplast localising glutamine synthetase 

401824 

LIB3431-047-P1-K1-B1 

BLASTX 

g2072555 

237 

1.0e-19 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603. 1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401825 

LIB3431-047-P1-K1-B10 

BLASTX 

gl709846 

195 

7.0e-15 

125 

48 

PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR >gi_706853 (U04336) 
22 kDa component of photosystem II [Lycopersicon 
esculentum] 



Seq. No. 
Seq. ID 
Method 



401826 

LIB3431-047-P1-K1-B12 
BLASTX 



51565 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl32105 
444 

4.0e-44 

104 

84 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_j?ir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_clbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



ill 



On* 

3 

□ 

n 

U 



Seq. No. 


401827 


Seq. ID 


LIB3431-047-P1-K1-B2 


Method 


BLASTN 


NCBI GI 


gl732362 


BLAST score 


35 


E value 


4.0e-10 


Match length 


43 


% identity 


95 


NCBI Description 


Malus domestica- pAFD103 


Seq. No. 


401828 


Seq. ID 


LIB3431-047-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g4808833 


BLAST score 


311 


E value 


7.0e-29 


Match length 


63 


% identity 


84 


NCBI Description 


(AF117125) endoplasmic : 



ATPase 4 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401829 

LIB3431-047-P1-K1-B4 

BLASTN 

g5670155 

42 

2.0e-14 

87 
86 

Oryza sativa subsp. japonica BAC clone 34K24, complete 
sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401830 

LIB3431-047-P1-K1-B5 

BLASTX 

g2407281 

641 

4.0e-67 

121 

98 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



51566 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401831 

LIB3431-047-P1-K1-B7 

BLASTX 

g671740 

354 

1.0e-33 

65 

100 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401832 

LIB3431-047-P1-K1-B8 

BLASTX 

g5921799 

314 

4.0e-29 

87 

71 

PUTATIVE ATP-DEPENDENT CLP PROTEASE PROTEOLYTIC SUBUNIT, 
MITOCHONDRIAL PRECURSOR (ENDOPEPTIDASE CLP) 
>gi_3559935_emb_CAA06443_ (AJ005253) ClpP protease [Mus 
musculus] >gi_4454289_emb_CAA09966_ (AJ012249) ClpP 
protease [Mus musculus] 



401833 

LIB3431-047-P1-K1-B9 

BLASTN 

g3885887 

41 

3.0e-14 

45 

98 

Oryza sativa high mobility group protein 
complete cds 



(HMG) mRNA, 



401834 

LIB3431-047-P1-K1-C10 
BLASTN 
g5714761 
54 

2.0e-21 
78 
92 

Oryza sativa subsp 

phosphatase PP2A-4 catalytic subunit 
cds 



indica serine/threonine protein 

(PP2A) gene, complete 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



401835 

LIB3431-047-P1-K1-C11 

BLASTX 

g3478700 

152 

4.0e-10 

41 

66 



51567 



NCBI Description 



(AF034387) AFT protein [Arabidopsis thaliana] 



01 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match' length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401836 

LIB3431-047-P1-K1-C12 

BLASTX 

g2370312 

302 

1.0e-27 

97 

62 

(AJ000995) DnaJ-like protein [Medicago sativa] 
>gi_3202020_gb_AAC19391.1_ (AF069507) DnaJ-like protein 
MsJl [Medicago sativa] 



401837 

LIB3431 

BLASTX 

g462195 

211 

5.0e-17 

48 

83 

PROTEIN 
>gi_100 
>gi_202 
>gi_378 
sativa] 



■047-P1-K1-C3 



TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

682_pir S21636 GOS2 protein - rice 

38_emb_CAA36190_ (X51910) GOS2 [Oryza sativa] 

9950 (AF094774) translation initiation factor [Oryza 



□ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401838 

LIB3431-047-P1-K1-C4 
BLASTX 
•g3345477 
351 

3.0e-33 

117 

62 

(AB016283) carbonic anhydrase 



[Oryza sativa] 



401839 

LIB3431-047-P1-K1-C5 

BLASTX 

gl350986 

458 

1.0e-45 

97 

93 

40S RIBOSOMAL PROTEIN S3A (CYC07 PROTEIN) 

>gi 483431 dbj_BAA05059_ (D26060) cyc07 [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



401840 

LIB3431-047-P1-K1-C6 

BLASTX 

gl31283 

394 

1.0e-39 

95 

88 



51568 



NCBI Description 



PHOTOSYSTEM II 44 KD REACTION CENTER PROTEIN (P6 PROTEIN) 
(CP43) >gi 72710 pir' F2RZ44 photosystem II chlorophyll 
a-binding protein psbC - rice chloroplast 

>gi_11965_emb_CAA34014_ (X15901) PSII 43kDa protein [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401841 

LIB3431-047-P1-K1-C7 

BLASTN 

g6103440 

141 

2.0e-73 

190 

94 

Oryza sativa metallothionein-like protein 
complete cds 



(ML2) mRNA, 



Mi 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401842 

LIB3431-047-P1-K1-C8 

BLASTN 

g3377792 

106 

7.0e-53 

106 

100 

Oryza sativa ribulose-1, 5-bisphosphate 

carboxylase/oxygenase activase (rca) mRNA, complete cds 



□ 

o 



Seq. No. 


401843 


Seq. ID 


LIB3431-047-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


g534982 


BLAST score 


156 


E value 


2.0e-19 


Match length 


73 


% identity 


59 


NCBI Description 


(X75898 ) phosphoglucomutase 


Seq. No. 


401844 


Seq. ID 


LIB3431-047-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


g320618 


BLAST score 


465 


E value 


1.0e-46 


Match length 


110 


% identity 


81 


NCBI Description 


chlorophyll a/b-binding prot< 



. I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



401845 

LIB3431-047-P1-K1-D2 

BLASTN 

g20181 

338 



51569 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



0.0e+00 

369 

98 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 

401846 

LIB3431-047-P1-K1-D3 

BLASTX 

gl32105 

532 

2.0e-54 

122 

83 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose lr 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401847 

LIB3431-047-P1-K1-D4 

BLASTX 

g534982 

264 

5.0e-37 

126 

56 

(X75898) phosphoglucomutase [Spinacia oleracea] 
401848 

LIB3431-047-P1-K1-D7 

BLASTX 

g729478 

476 

7.0e-48 

102 

85 

FERREDOXIN — NADP REDUCTASE, LEAF ISOZYME PRECURSOR (FNR) 
>gi_442481_dbj_BAA04616_ (D17790) f erredoxin-NADP+ 
reductase [Oryza sativa] >gi_606964 9_dbj_BAA85425 . 1_ 
(AP000616) ESTs AU078647 (E1557 ) , C72400 (E1557 ) correspond to 
a region of the predicted gene.; similar to 
ferredoxin-NADP+ reductase (D17790) [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



401849 

LIB3431-047-P1-K1-E1 

BLASTX 

gll5787 

349 

4.0e-33 

86 

84 



51570 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_824 61_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

401850 

LIB3431-047-P1-K1-E10 

BLASTX 

g3913018 

876 

1.0e-94 

171 

98 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
(ALDP) >gi_218155_dbj_BAA02730_ (D13513) chloroplastic 
aldolase [Oryza sativa] 



■BEST 

CP 

m 
fji 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401851 

LIB3431-047-P1-K1-E11 

BLASTX 

g6063542 

768 

5.0e-82 

151 

99 

(AP000615) EST C74302 (E30840) corresponds to a region of 
the predicted gene.; similar to glyceraldehyde-3-phosphate 
dehydrogenase. (M64118) [Oryza sativa] 



^ Seq. No. 
M= Seq. ID 
Q Method 
Q NCBI GI 

BLAST score 
" E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401852 

LIB3431-047-P1-K1-E12 

BLASTX 

gl617197 

304 

1.0e-27 

76 

76 

(Z72488) CP12 [Nicotiana tabacum] 
401853 

LIB3431-047-P1-K1-E2 

BLASTN 

g6103440 

268 

1.0e-149 

278 

99 

Oryza sativa metallothionein-like protein 
complete cds 



(ML2) mRNA, 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



401854 

LIB3431-047-P1-K1-E3 

BLASTN 

g6015437 

36 - 

6.0e-ll 



51571 



Match length 


36 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


401855 


Seq. ID 


LIB3431-047-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


— OQQvl CO/1 


BLAST score 


625 


E value 


2.0e-65 


Match length 


121 


% identity 


98 


NCBI Description 


(AJ224327) aquaporin [Oryza sativa] 


Seq. No. 


401856 


Seq. ID 


LIB3431-047-P1-K1-E6 


Method 


BLASTX ' 


NCBI GI 


g3288821 


BLAST score 


509 


E value 


1.0e-51 


Match length 


135 


% identity 


74 


NCBI Description 


(AF063901) alanine :glyoxylate aminotrans: 



transaminase [Arabidopsis thaliana] 
>gi_4733989_gb_AAD28669.1_AC007209_5 (AC007209) 
alanine-glyoxylate aminotransferase [Arabidopsis thaliana] 



Seq. No. 


401857 


Seq. ID 


LIB3431-047-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


g4887131 


BLAST score 


432 


E value 


7.0e-43 


Match length 


101 


% identity 


77 


NCBI Description 


(AF134732) 60S ribosomal protein LI [Prunus armeniaca 


Seq. No. 


401858 


Seq. ID 


LIB3431-047-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


gl653089 


BLAST score 


306 


E value 


7.0e-28 


Match length 


127 


% identity 


50 


NCBI Description 


(D90911) hypothetical protein [Synechocystis sp.] 


Seq. No. 


401859 


Seq. ID 


LIB3431-047-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g5541681 


BLAST score 


225 


E value 


1.0e-18 


Match length 


91 


% identity 


55 


NCBI Description 


(AL096859) putative protein [Arabidopsis thaliana] 



51572 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401860 

LIB3431-047-P1-K1-F2 

BLASTX 

g3915131 

242 

9.0e-21 

48 

100 

THIOREDOXIN H-TYPE (TRX-H) (PHLOEM SAP 13 KD PROTEIN-1) 
>gi_426442_dbj_BAA04864_ (D21836) thioredoxin h [Oryza 
sativa] >gi_454882_dbj_BAA0554 6_ (D26547) rice thioredoxin 
h [Oryza sativa] >gi_1930072 (U92541) thioredoxin h [Oryza 
sativa] 



Seq. .No. 


401861 




Seq. ID 


LIB3431-047-P1-K1- 


-F4 


Method 


BLASTN 




NCBI GI 


gll03627 




BLAST score 


57 




E value 


3. 0e-23 




Match length 


85 




% identity 


92 




NCBI Description 


Z.mays Ferl gene 




Seq. No. 


401862 




Seq. ID ■ 


LIB3431-047-P1-K1- 


-F5 


Method 


BLASTX 




NCBI GI 


g3309269 




BLAST score 


448 




E value 


2.0e-44 




Match length 


107 




% identity 


80 




NCBI Description 


(AF074940) ferric 


lec 




[Glycine max] 




Seq. No. 


401863 




Seq. ID 


LIB3431-047-P1-K1- 


-F6 


Method 


BLASTX 




NCBI GI 


g4587615 




BLAST score 


453 




E value 


1.0e-49 




Match length 


135 





% identity 

NCBI Description 



71 

(AC006951) putative acyl-CoA synthetase [Arabidopsis 
thaliana] >gi_468 9469_gb_AAD27 905 . 1_AC007213_3 (AC007213) 
putative acyl-CoA synthetase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401864 

LIB3431-047-P1-K1-F8 

BLASTX 

g3789954 

199 

6.0e-16 
46 
83 

(AF094776) 
sativa] 



chlorophyll a/b-binding protein precursor [Oryza 



51573 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401865 

LIB3431-047-P1-K1-F9 

BLASTX 

gll5787 

504 

4.0e-51 

118 

86 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



k 4J 



01 

s 

o 

s 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401866 

LIB3431-047-P1-K1-G11 

BLASTX 

gl32105 

470 

3.0e-47 

107 

85 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi__2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375jprf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401867 

LIB3431-047-P1-K1-G12 

BLASTX 

g3345477 

315 

5.0e-29 

109 

59 

(AB016283) carbonic anhydrase [Oryza sativa] 



Seq. No. 

Seq. ID ' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401868 

LIB3431-047-P1-K1-G2 

BLASTX 

gll5771 

864 

3.0e-93 

170 

95 

CHLOROPHYLL A-B BINDING PROTEIN 1 PRECURSOR (LHCII TYPE I 

CAB-1) (LHCP) >gi_82682_pir S04453 chlorophyll a/b-binding 

protein precursor - maize >gi_22224_emb_CAA32900_ (X14794) 
chlorophyll a/b-binding preprotein (AA 1 - 262) [Zea mays] 



Seq. No. 



401869 



51574 



Seq. ID 


LIB3431-047-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


g4204276 


BLAST score 


421 


E value 


1.0e-41 


Match length 


107 


% identity 


75 


NCBI Description 


(AC004146) Hypothetical 


Seq. No, 


401870 ■ 


Seq. ID 


LIB3431-047-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g2570oll 


BLAST score 


506 


E value 


2.0e-51 


Match length 


105 


% identity 


99 


NCBI Description 


(AF022738) chlorophyll , 


Seq. No. 


401871 


Seq. ID 


LIB3431-047-P1-K1-G6 


Method 


BLAST N 


NCBI GI 


g6015437 


BLAST score 


35 


E value 


2.0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 mRNA, 


Seq. No. 


401872 


Seq. ID 


LIB3431-047-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


478 


E value 


3.0e-48 


Match length 


90 


% identity 


99 


NCBI Description 


(AF061577) chlorophyll 


Seq. No. 


401873 


Seq. ID 


LIB3431-047-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


306 


E value 


7.0e-48 


Match length 


119 


% identity 


85 


NCBI Description 


(AF061577) chlorophyll 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E .value 
Match length 
% identity 



401874 

LIB3431-047-P1-K1-G9 

BLASTX 

g224293 

406 

1.0e-39 

82 

99 



51575 



NCBI Description 



histone H4 [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



401875 

LIB3431-047-P1-K1-H1 

BLASTX 

g2739375 

161 

5.0e-ll 

93 

42 

(AC002505) unknown protein [Arabidopsis thaliana] 
401876 

LIB3431-047-P1-K1-H11 

BLASTN 

g536895 

139 

4.0e-72 

195 

93 

Wheat mRNA for protein H2A, complete cds, clone wcH2A-10 
401877 

LIB3431-047-P1-K1-H12 

BLASTX 

gl32105 

443 

4.0e-45 

123 

75 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401878 

LIB3431-047-P1-K1-H2 

BLASTX 

g5679336 * 

193 

1.0e-14 

78 

45 

(AF171223) putative zinc finger protein [Oryza sativa] 
401879 

LIB3431-047-P1-K1-H3 

BLASTX 

g4884370 

147 

2.0e-09 
71 



51576 



% identity 41 

NCBI Description (AL050157) hypothetical protein [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401880 

LIB3431-047-P1-K1-H4 

BLASTX 

g4079798 

398 

9.0e-39 
108 
73 

(AF052203) 
sativa] 



23 kDa polypeptide of photosystem II [Oryz 



Seq. No. 


401881 


Seq. ID 


LIB3431-047-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g3292829 


BLAST score 


185 


E value 


5.0e-14 


Match length 


86 


% identity 


44 


NCBI Description 


(AL031018) putative protein 


Seq. No. 


401882 


Seq. ID 


LIB3431-047-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


gl419090 


BLAST score 


484 


E value 


7.0e-49 


Match length 


118 


% identity 


79 


NCBI Description 


(X94968) 37kDa chloroplast : 



inner envelope membrane 



Seq. No. 


401883 




Seq. ID 


LIB3431-047-P1- 


■Kl- 


Method 


BLASTX 




NCBI GI 


g3953471 




BLAST score 


276 




E value 


1.0e-24 




Match length 


75 




% identity 


65 




NCBI Description 


(AC002328) F2202.: 


Seq. No. 


401884 




Seq. ID 


LIB3431-047-P1- 


-Kl- 


Method 


BLASTX 




NCBI GI 


g629858 




BLAST score 


587 




E value 


7.0e-61 




Match length 


124 




% identity 


90 




NCBI Description 


protein kinase 


C 


Seq. No. 


401885 




Seq. ID 


LIB3431-047-P1- 


-Kl 



inhibitor - maize 



51577 



bar 

g rot . 

'CO 



D 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLAST N 

g2062705 

37 

4.0e-ll 

37 

100 

Human butyrophilin (BTF5) mRNA, complete cds 
401886 

LIB3431-047-P1-N1-A3 

BLASTN 

g5912298 

156 

4.0e-82 

170 

98 

Oryza sativa mRNA for gigantea homologue, partial 
401887 

LIB3431-047-P1-N1-A4 

BLASTX 

gl32105 

354 

2.0e-33 

65 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL" CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401888 

LIB3431-047-P1-N1-A5 

BLASTX 

gl20661 

268 

2.0e-23 

52 

94 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A, CHLOROPLAST 
PRECURSOR >gi_170237 (M14417) glyceraldehyde-3-phosphate 
dehydrogenase A-subunit precursor [Nicotiana tabacum] 

401889 

LIB3431-047-P1-N1-A8 

BLASTX 

g2072555 

226 

2.0e-18 

44 

98 

(AF001396) metallothionein-like protein [Oryza sativa] 



51578 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

401890 

LIB3431-047-P1-N1-A9 

BLASTN 

g20369 

291 

1.0e-163 

326 

98 

Oryza sativa shoot GS2 mRNA for chloroplastic glutamine 
synthetase (EC 6.3.1.2) {clone lambda-GS31) 
>gi_2170909_dbj_E02681_E02681 cDNA encoding precursor of 
chloroplast localising glutamine synthetase 

401891 

LIB3431-047-P1-N1-B1 

BLASTN 

g2072554 

386 

0.0e+00 

408 

99 

Oryza sativa metallothionein-like protein mRNA/ complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401892 

LIB3431-047-P1-N1-B10 

BLASTX 

g6103011 

451 

7.0e-45 

97 

51 

(X84225) precursor of photosystem II subunit 
[Nicotiana tabacum] 



(22KDa) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



401893 

LIB3431-047-P1-N1-B12 

BLASTN 

g218207 

181 

3.0e-97 

217 

96 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

pOSSS1139 

401894 

LIB3431-047-P1-N1-B3 

BLASTN 

g2160711. 

320 

1.0e-180 
356 



51579 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score - 

E value 

Match length 

% identity 

NCBI Description 



98 

Oryza sativa Ca2+-ATPase gene, complete cds 
401895 

LIB3431-047-P1-N1-B5 

BLASTX 

g671740 

243 

2.0e-20 

47 

100 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



J3 

On 



fcstf 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401896 

LIB3431-047-P1-N1-B7 

BLASTN 

g218209 

59 

2.0e-24 

75 

95 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, .complete cds, clone 

pOSSS2106 

401897 

LIB3431-047-P1-N1-B9 

BLASTN 

g3885887 

298 

1.0e-167 

349 

96 

Oryza sativa high mobility group protein (HMG) mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401898 

LIB3431-047-P1-N1-C10 

BLASTN 

g571476L 

54 

2.0e-21 

78 

92 

Oryza sativa subsp. indica serine/threonine protein 
phosphatase PP2A-4 catalytic subunit (PP2A) gene, complete 
cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



401899 

LIB3431-047-P1-N1-C11 

BLASTN 

g3819352 

58 

8.0e-24 

82 

93 



51580 



NCBI Description 



Hordeum vulgare genomic DNA fragment; clone MWG0813.rev 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401900 

LIB3431-047-P1-N1-C2 

BLASTN 

g20369 

122 

5.0e-62 

270 

86 

Oryza sativa shoot GS2 mRNA for chloroplastic glutamine 
synthetase (EC 6.3.1.2) (clone lambda-GS31) 
>gi_2170909_dbj_E02681_E02681 cDNA encoding precursor of 
chloroplast localising glutamine synthetase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401901 

LIB3431-047-P1-N1-C3 

BLASTX 

g3334346 

232 

3.0e-19 

47 

91 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG 

>gi_2852445_dbj_BAA24 697_ (AB003378) SUI1 homolog [Salix 
bakko] 



Seq. No. 


401902 


Seq. ID 


LIB3431-047-P1-N1-C4 


Method 


BLASTN 


NCBI GI 


g3345476 


BLAST score 


250 


E value 


1.0e-138 


Match length 


304 


% identity 


95 


NCBI Description 


Oryza sativa gene for 


Seq. No. 


401903 


Seq. ID 


LIB3431-047-PI-N1-C5 


Method 


BLASTX 


NCBI GI 


gl350986 


BLAST score . 


412 


E value 


2.0e-40 


Match length 


83 


% identity 


100 


NCBI Description 


4 OS RIBOSOMAL PROTEIN 




>gi_4 8343 l_db j _BAA0 5 0 1 


Seq. No. 


401904 


Seq. ID 


LIB3431-047-P1-N1-C6 


Method 


BLASTN 


NCBI GI 


gll957 


BLAST score 


107 


E value 


4.0e-53 


Match length 


301 



% identity 

NCBI Description 



83 

Rice complete chloroplast genome 



51581 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401905 

LIB3431-047-P1-N1-C7 

BLASTX 

g2072555 

230 

6.0e-19 

44 

98 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401906 

LIB3431-047-P1-N1-C8 

BLASTX 

gl67097 

189 

6.0e-26 

74 

82 

(M55449) ribulose 1, 5-bisphosphate carboxylase activase 
[Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401907 

LIB3431-047-P1-N1-D11 

BLASTN 

g2570514 

312 

1.0e-175 

370 

96 

Oryza sativa glycolate oxidase 



(GOX) mRNA, complete cds 



401908 

LIB3431-047-P1-N1-D2 

BLASTN 

g20181 , 

142 

5.0e-74 
156 

97 . 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401909 

LIB3431-047-P1-N1-D3 

BLASTX 

gl32105 

360 

4.0e-34 

67 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 



51582 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401910 ■ 

LIB3431-047-P1-N1-D4 

BLASTX 

g534982 

214 ' 

2.0e-32 

106 

58 

(X75898) phosphoglucomutase [Spinacia oleracea] 
401911 

LIB3431-047-P1-N1-D6 

BLASTX 

gll4622 

249 

4.0e-21 
53 
92 

ATP SYNTHASE B CHAIN (SUBUNIT I) 
H+-transporting ATP synthase (EC 

chloroplast >gi_669080__emb_CAA33992_ (X15901) ATPase I 

subunit [Oryza sativa] >gi_226695 _j?rf 1603356W ATPase I 

[Oryza sativa] 

401912 

LIB3431-047-P1-N1-D7 
BLASTX 
g729478 
398 

1.0e-38 
81 
90 

FERREDOXIN— NADP REDUCTASE, LEAF ISOZYME PRECURSOR 
>gi_442481_dbj_BAA04 616_ (D17790) f erredoxin-NADP+ 
reductase [Oryza sativa] >gi_6069649_dbj_BAA85425 . 1_ 
(AP000616) ESTs AU078647 (E1557 ) , C724 00 (E1557 ) correspond to 
a region of the predicted gene.; similar to 
ferredoxin-NADP+ reductase (D17790) [Oryza sativa] 



>gi_67 92 9_pir LWRZ 1 

3.6.1.34) chain I - rice 



(FNR) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401913 

LIB3431-047-P1-N1-D8 

BLASTX 

g5911312 

466 

1.0e-46 

105 

80 

(AF026167) ankyrin repeat protein EMB506 [Arabidopsis 
thaliana] 



Seq. No. 



401914 



51583 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-047-P1-N1-E10 

BLASTN 

g218154 

58 

8.0e-24 

114 

99 

Oryza sativa gene for cytoplasmic aldolase, complete cds, 
clone :A1 dp 



o 



Seq. No. 


401915 


Seq. ID 


LIB3431-047-P1-N1-E11 


Method 


BLASTN 






BLAST score 


337 


E value 


0.0e+00 


Match length 


381 


% identity 


97 


NCBI Description 


Oryza sativa genomic DNA, chromosome 3 


Seq. No. 


401916 


Seq. ID 


LIB3431-047-P1-N1-E12 


Method 


BLASTX 


NCBI GI 


gl617197 


BLAST score 




E value 


3.0e-18 


Match length 


47 


% identity 


87 


NCBI Description 


(Z72488) CP12 [Nicotiana tabacum] 


Seq. No. 


401917 


Seq. ID 


LIB3431-047-P1-N1-E2 


Method 


BLASTN 


NCBI GI 


g2072554 


BLAST score 


270 


E value 


1.0e-150 


Match. length 


294 


% identity 


99 ' 


NCBI Description 


Oryza sativa metallothionein-like prot< 




cds 


Seq. No. 


401918 


Seq. ID 


LIB3431-047-P1-N1-E3 


Method 


BLASTN 


NCBI GI 


g3126853 


BLAST score 


168 


E value 


2.0e-89 



Match length 

% identity 

NCBI Description 



222 
98 

Oryza sativa chlorophyll a/b binding protein (RCABP89) 
mRNA, nuclear gene encoding chloroplast protein, complete 
cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



401919 

LIB3431-047-P1-N1-E4 

BLASTX 

g2696804 



51584 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



306 

6.0e-28 

57 

98 

(AB009665) water channel protein [Oryza sativa] 
401920 

LIB3431-047-P1-N1-E6 

BLASTX 

g2754849 

250 

3.0e-21 

57 

84 

(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 

401921 

LIB3431-047-P1-N1-F1 

BLASTX 

g5541681 

213 

5.0e-17 

93 

55 

(AL096859) putative protein [Arabidopsis thaliana] 
401922 

LIB3431-047-P1-N1-F11 

BLASTX 

g693920 

347 

1.0e-32 

66 

100 

(U21113) chlorophyll a/b binding protein [Solanum 
tuberosum] 

401923 

LIB3431-047-P1-N1-F12 

BLASTX 

g517500 

389 

1.0e-37 

93 

82 

(M87435) precursor of the oxygen evolving complex 17 kDa 

protein [Zea mays] >gi_444338_prf 1906386A phot osys tern II 

OE17 protein [Pisum sativum] 

401924 

LIB3431-047-P1-N1-F2 

BLASTN 

g454881 

213 

1.0e-116 
251 



51585 



% identity 

NCBI Description 



96 

Rice gene for thioredoxin h, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401925 

LIB3431-047-P1-N1-F4 

BLAST N 

g455510 

132 

7.0e-68 

136 

99 

Rice mRNA for ferritin, partial sequence 
401926 

LIB3431-047-P1-N1-F6 

BLASTX 

g4587615 

282 

5.0e-25 

80 

66 

(AC006951) putative acyl-CoA synthetase [Arabidopsis 
thaliana] >gi_4689469_gb_AAD27905 . 1_AC007213_3 (AC007213) 
putative acyl-CoA synthetase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401927 

LIB3431-047-P1-N1-F8 

BLASTX 

g3789954 

332 

6-0e-31 

63 
98 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401928 

LIB3431-047-P1-N1-G11 

BLASTX 

gl32105 

393 

5.0e-38 

73 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 



401929 

LIB3431-047-P1-N1-G12 
BLASTN 



51586 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



g3345476 
244 

1.0e-135 

307 

95 

Oryza sativa gene for carbonic anhydrase, complete cds 
401930 

LIB34 31-047-P1-N1-G2 

BLASTN 

g20181 

56 

7.0e-23. 

67 

96 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 

401931 

LIB3431-047-P1-N1-G4 

BLASTX 

g4204276 

226 

2.0e-18 

73 

58 

(AC004146) Hypothetical protein [Arabidopsis thaliana] 
401932 

LIB3431-047-P1-N1-G5 

BLASTX 

g4689380 

260 

9.0e-23 

55 

91 

(AF139465) LHCII type III chlorophyll a/b binding protein 
[Vigna radiata] 

401933 

LIB3431-047-P1-N1-G7 

BLASTX 

gll5802 

187 

3.0e-14 

36 

97 

CHLOROPHYLL A-B BINDING PROTEIN 36 PRECURSOR (LHCII TYPE I 

CAB-36) (LHCP) >gi_100311j?ir S21827 chlorophyll 

a/b-binding protein (cab-36) - common tobacco 
>gi_19827_emb_CAA41188_ (X58230) chlorophyll a/b binding 
protein • [Nicotiana tabacum] 

401934 

LIB3431-047-P1-N1-G9 

BLASTX 

g!22106 



51587 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



375 

5.0e-36 

77 

97 

HI STONE H4 >gi_70771_pir HSZM4 histone H4 - maize 

>gi_81642_pir S06904 histone H4 - Arabidopsis thaliana 

>gi_2119028j?ir S60475 histone H4 - garden pea 

>gi_21795_emb_CAA24924_ (X00043) histone H4 [Triticum 
aestivum] >gi_166740 (M17132) histone H4 [Arabidopsis 
thaliana] >gi_166742 (M17133) histone H4 [Arabidopsis 
thaliana] >gi_168499 (M36659) histone H4 (H4C13) [Zea mays] 
>gi_168501 (M13370) histone H4 [Zea mays] >gi_168503 
(M13377) histone H4 [Zea mays] >gi_498898 (U10042) histone 
H4 homolog [Pisum sativum] >gi_1806285_emb_CAB01914_ 
(Z79638) histone H4 homologue [Sesbania rostrata] 
>gi_3927823 (AC005727) histone H4 [Arabidopsis thaliana] 
>gi_4580385_gb_AAD24364.1_AC007184_4 (AC007184) histone H4 
[Arabidopsis thaliana] >gi_6009915_dbj_BAA85120 . 1_ 
(AB018245) histone H4-like protein [Solanum melongena] 
>gi_225838_prf 1314298A histone H4 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST ■ score 

E value 

Match length 

% identity 

NCBI Description 



401935 

LIB3431-047-P1-N1-H12 

BLAST X 

gl419090 

320 

2.0e-29 

85 

72 

(X94968) 37kDa chloroplast inner envelope membrane 
polypeptide precursor [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401936 

LIB3431-047-P1-N1-H4 

BLASTN 

g4079797 

51 

1.0e-19 

106 

87 

Oryza sativa 23 kDa polypeptide of photosystem II mRNA, 
complete cds * 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401937 

LIB3431-048-P1-K1-A10 

BLASTX 

gl32105 

149 

4.0e-10 

36 
83 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 



51588 



o 

61 

E 



o 
o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401938 

LIB3431-048-P1-K1-B1 . 

BLASTX 

g3252813 

219 

9.0e-18 

92 

43 

(AC004705) vacuolar sorting receptor-like protein 
[Arabidopsis thaliana] >gi_3810586 (AC005398) vacuolar 
sorting receptor-like protein [Arabidopsis thaliana] 

401939 

LIB3431-048-P1-K1-B11 

BLASTX 

g4324967 

195 

2.0e-15 

38 

89 

(AF114796) ADP-ribosylation factor [Glycine max] 
401940 

LIB3431-048-P1-K1-B12 

BLASTX 

g4689390 

260 

4.0e-23 

55 

87 

(AF139470) chlorophyll a/b-binding protein CP24 precursor 
[Vigna radiata] 

401941 

LIB3431-048-P1-K1-B2 

BLAST N 

g4959460 

35 

4.0e-10 

35 

100 

Zea mays RACB small GTP binding protein mRNA, complete cds 
401942 

LIB3431-048-P1-K1-B3 

BLASTN 

gl8957 

39 

9.0e-13 

55 

93 

Hordeum vulgare gene for CP29 precursor for core 
chlorophyll a/b binding (CAB) protein of photosystem II 



51589 



(PSII) 



n 



ye 



s 

O 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



401943 

LIB3431-048-P1-K1-B4 

BLASTX 

gl30274 

277 

5.0e-25 

56 

95 

PLASTOCYANIN >gi_82500 jpir 



S06105 plastocyanin - rice 



401944 

LIB3431-048-P1-K1-B5 

BLASTN 

g20369 

143 

7.0e-75 

158 

97 

Oryza sativa shoot GS2 mRNA for chloroplastic glutamine 
synthetase (EC 6.3.1.2) (clone lambda-GS31) 
>gi_2170909_dbj_E02681_E02681 cDNA encoding precursor of 
chloroplast localising glutamine synthetase 

401945 

LIB3431-048-P1-K1-B7 

BLASTX 

g3789954 

518 

7.0e-53 

97 

99 

(AF094776) 
sativa] 



chlorophyll a/b-binding protein precursor [Oryza 



401946 

LIB3431-048-P1-K1-B8 

BLASTX 

gll5772 

174 

5.0e-13 

40 

93 

CHLOROPHYLL A-B BINDING PROTEIN 1 PRECURSOR (LHCII TYPE I 

CAB-1) (LHCP) >gi_82460_pir S03705 chlorophyll a/b-binding 

protein 1R precursor - rice >gi_20178_emb_CAA32108_ 
(X13908) chlorophyll a/b-binding preprotein (AA -31 to 235) 
[Oryza sativa] 

401947 

LIB3431-048-P1-K1-B9 

BLASTX 

g2894534 

314 

2.0e-29 
62 



51590 



% identity 

NCBI Description 



95 

(AJ224327) aquaporin [Oryza sativa] 



oeq. no. 


A m QAQ 

4 U±:?4 O 


Seq. ID 


LIB3431-048-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


gl917019 


BLAST score 


252 


E value 


4.0e-22 


Match length 


51 


% identity 


92 


NCBI Description 


(U92045) ribosomal protein S6 RPS6-1 [Zea mays] 


oeq. no. 


A C\ 1 CM Q 

4 u iy 4 y 


Seq. ID 


LIB3431-048-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g2583133 


BLAST score 


230 


E value 


5.0e-19 


Match length 


127 


% identity 


38 


NCBI Description 


(AC002387) unknown protein [Arabidopsis thaliana] 


Seq. No. 


401950 


oeq. ID 


T TDO/I "31 C\ A Q Dl TV 1 C* A 


Method 


BLASTX 


NCBI GI 


g4678261 


BLAST score 


330 


E value 


3.0e-31 


Match length 


66 


% identity 


91 


NCBI Description 


(AL04 9657) putative proteasome regulatory subunit 




[Arabidopsis thaliana] 


Seq. No. 


401951' 


Seq. ID 


T TTT5 /I 1 f\ A Q n1 TV 1 /-i (~ 

LIB34 31-04 o -PI -K1-C6 


Method 


BLASTN 


NCBI GI 


gl245938 


BLAST score 


35 


E value 


7.0e-ll 


Match length 


35 


% identity 


100 


NCBI Description 


rabClC-2 beta=chloride channel C1C-2G isoform [ral 




heart atrium, mRNA, 2998 nt] 


Seq. No. 


401952 


oeq. iu 




Method 


BLASTN 


NCBI GI 


g20340 


BLAST score 


42 


E value 


9.0e-15 


Match length - 


94 


% identity 


86 


NCBI Description 


Rice rbcS gene for ribulose 1, 5-bisphosphate 




carboxylase /oxygenase small subunit (EC 4.1.1.39) 


Seq. No. 


401953 



51591 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



LIB3431-048-P1-K1-D10 

BLASTX 

gll81331 

213 

1.0e-17 

57 

77 

(X77569) 



calnexin [Zea mays] 



401954 

LIB3431-048-P1-K1-D2 

BLASTX 

g6014904 

145 

3.0e-09 

54 

52 

DAG PROTEIN, CHLOROPLAST PRECURSOR 

>gi_1200205_emb_CAA65064_ (X95753) DAG [Antirrhinum majus] 
401955 

LIB3431-048-P1-K1-D3 

BLASTN 

g3869067 

35 

2.0e-10 

47 . ■ 
94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MCK7, complete sequence 

401956 

LIB3431-048-P1-K1-D5 

BLASTN 

g5257255 

157 

4.0e-83 

178 

98 

Oryza sativa genomic DNA, chromosome 8, clone : P0026F07 
401957 

LIB3431-048-P1-K1-D6 

BLASTX 

g5734713 

152 

2.0e-10 

37 

86 

(AC008075) Is a member of PF_01169 Uncharacterized 
(transmembrane domain) protein family. [Arabidopsis 
thaliana] 

401958 

LIB3431-048-P1-K1-D8 

BLASTX 

gl729971 



51592 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



258 

7.0e-23 

54 

94 

TONOPLAST INTRINSIC PROTEIN, GAMMA (GAMMA TIP) 

(AQUAPORIN-TIP) >gi_1076745jpir S52004 gamma-Tip protein - 

rice >gi_473997_dbj_BAA05017_ (D25534) gamma-Tip [Oryza 
sativa] 



f 

ST; 

□ 

3 : 

O 

o 



Seq. No. 


401959 


Seq. ID 


LIB3431-048-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


g5630087 


BLAST score 


200 


E value 


1.0e-15 


fjatcn xenytn 


ill 
in 


% identity 


41 


NCBI Description 


(AC004876) similar to predicted proteins 




(PID:g2088822) and S67138 (PID: g2132925) 


Seq. No. 


401960 


Seq. ID 


LIB3431-048-P1-K1-E11 


Method 


BLASTN 


NCBI GI 


g304219 


BLAST score 


80 


cj vaxue 


h . ue j / 


Match length 


199 


% identity 


85 


NCBI Description 


Hordeum vulgare chloroplast photosystem 




mRNA, complete cds 


Seq. No. 


401961 


Seq. ID 


LIB3431-048-P1-K1-E2 


Method 


BLASTN 


NCBI GI 


g4959460 


BLAST score 


38 


E value 


3.0e-12 


Match length 


38 


% identity 


100 


NCBI Description 


Zea mays RACB small GTP binding protein ] 


Seq. No. 


401962 


Seq. ID 


LIB3431-048-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


222 


E value 


1.0e-18 


Match length 


63 


% identity 


73 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL < 




(RUBISCO SMALL SUBUNIT C) >gi_68094 j?ir_ 




ribulose-bisphosphate carboxylase (EC 4. 



ZHAIN C PRECURSOR 
_RKRZS9 
,1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 
sativa] >gi_226375_prf 1508256A ribulose bisphosphate 



51593 



carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI-GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401963 

LIB3431-048-P1-K1-E5 

BLASTX 

g4105131 

139 

6.0e-09 

31 

94 

(AF043539) ClpC protease [Spinacia oleracea] 
401964 

LIB3431-048-P1-K1-E7 

BLASTX 

g5733874 

351 

2.0e-33 

112 

56 

(AC007932) F11A17.8 [Arabidopsis thaliana] 
401965 

LIB3431-048-P1-K1-F10 

BLASTX 

g671740 

315 

1.0e-29 

68 

87 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



401966 

LIB3431-048-P1-K1-F4 

BLASTN 

g2306980 

99 

1.0e-48 

112 

97 

Oryza sativa photosystem I antenna protein (Lhca) mRNA, 
complete cds 

401967 

LIB3431-048-P1-K1-F6 

BLASTN 

g21843 

39 

1.0e-12 

76 

88 

Wheat PsbO mRNA for 33kDa oxygen evolving protein of 
photosystem II 

401968 

LIB3431-048-P1-K1-F7 



51594 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3126854 

151 

4.0e-10 

33 
91 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
401969 

LIB3431-048-P1-K1-G10 

BLASTX 

g733454 

266 

2.0e-23 

74 

73 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

401970 

LIB3431-048-P1-K1-G12 

BLASTX 

g2501189 

444 

2.0e-44 

90 

94 

THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_2130146_pir S61419 thiamine biosynthetic enzyme thil-1 

- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 

401971 

LIB3431-048-P1-K1-G4 

BLASTX 

g671740 

416 

6.0e-41 

75 

100 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



401972 

LIB3431-048-P1-K1-G9 

BLASTN 

g218207 

104 

9.0e-52 

112 

98 

Oryza sativa mRNA for the small subunit of 
ribulose-1, 5-bisphosphate carboxylase, complete cds, 
pOSSS1139 

401973 

LIB3431-048-P1-K1-H1 



clone 



51595 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g320618 

275 

8.0e-25 

51 

96 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227 611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401974 

LIB3431-048-P1-K1-H10 

BLASTX 

g3891918 

339 

2.0e-32 

67 

93 

Ferredoxin:nadp+ Oxidoreductase (Ferredoxin Reductase) 
Mutant E3121 



3 

o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401975 

LIB3431-048-P1-K1-H2 

BLASTX 

g606817 

143 

2.0e-09 

36 

78 

(U08404) carbonic anhydrase [Oryza sativa] 

>gi_5 91778 3_gb_AAD5 6038. 1_AF1 8280 6_1 { AF1 8 2 8 0 6 ) carbonic 

anhydrase 3 [Oryza sativa] 

401976 

LIB34 31-048-P1-K1-H3 

BLAST N 

gl235663 

103 

4.0e-51 

115 

97 

Oryza sativa clone pFDRSC61 novel calmodulin-like protein 
mRNA, complete cds 

401977 

LIB3431-048-P1-K1-H5 

BLASTX 

g3063710 

188 

1.0e-14 

54 

57 

(AL022537) putative protein [Arabidopsis thaliana] 



Seq. No. 



401978 



51596 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-048-P1-K1-H8 

BLASTX 

g2244786 

158 

4.0e-ll 

39 
69 

(297335) ribonucleoprotein like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI-. 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401979 

LIB3431-048-P1-N1-A10 

BLASTX 

gl32105 

385 

4.0e-37 

72 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

401980 

LIB3431-048-P1-N1-A12 

BLASTX 

gll5813 

257 

4.0e-22 

61 

82 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB- 8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

401981 

LIB3431-048-P1-N1-A2 

BLASTX 

g2499417 

370 

2.0e-35 

91 

77 

GLYCINE CLEAVAGE SYSTEM H PROTEIN PRECURSOR 

>gi_1085826_pir S49248 H-protein - Flaveria anomala 

>gi_547558_emb_CAA85761_ (Z37524) H-protein [Flaveria 
anomala] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



401982 

LIB3431-048-P1-N1-A3 

BLASTX 

gll5813 



51597 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



257 

3.0e-22 

61 

82 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB- 8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 



Seq. No. 


401983 


Seq. ID 


LIB3431-048-P1-N1-A4 


Method 


BLASTX 


NCBI GI 


gl663724 


BLAST score 


357 


E value 


9.0e-34 


Match length 


10b 


% identity 


66 


NCBI Description 


(U50846) 4-coumarate : coenzyme 


Seq. No. 


401984 


Seq. ID 


LIB3431-048-P1-N1-A6 


Method 


BLASTN 


NCBI GI 


g2072554 


BLAST score 


63 


E value 


l,0e-26 


Match length 


174 


% identity 


85 


NCBI Description 


Oryza sativa metallothionein-. 




cds 


Seq. No. 


401985 


Seq. ID 


LIB3431-048-P1-N1-A8 


Method 


BLASTN 


NCBI GI 


g3789953 


BLAST score 


184 


E value 


4.0e-99 


Match length 


255 



% identity 

NCBI Description 



93 

Oryza sativa chlorophyll a/b-binding protein precursor 
(Cab26) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401986 

LIB3431-048-P1-N1-B11 

BLASTX 

g2293566 

166 

2.0e-ll 

30 

100 

(AF012896) ADP-ribosylation factor 1 [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



401987 

LIB3431-048-P1-N1-B4 

BLASTX 

g481190 

301 

2.0e-27 



51598 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



60 
95 

plastocyanin precursor - barley >gi_22705_emb_CAA68696_ 
(Y00704) plastocyanin precursor [Hordeum vulgare] 
>gi_431920_emb_CAA82201_ (Z28347) plastocyanin [Hordeum 
vulgare] 

401988 

LIB3431-048-P1-N1-B5 

BLASTN 

g20369 

321 

0.0e+00 

355 

98 

Oryza sativa shoot GS2 mRNA for chloroplastic glutamine 
synthetase (EC 6.3.1.2) (clone lambda-GS31) 
>gi_2170909_dbj_E02681_E02681 cDNA encoding precursor of 
- chloroplast localising glutamine synthetase 

401989 

LIB3431-048-P1-N1-B7 

BLASTX 

g3789954 

299 

5.0e-27 

57 

98 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 

401990 

LIB3431-048-P1-N1-B8 

BLASTX 

g3036946 

301 

2.0e-27 

61 

95 

(AB012637) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

401991 

LIB3431-048-P1-N1-B9 

BLASTX 

g2696804 

406 

1.0e-39 

79 

95 

(AB009665) water channel protein [Oryza sativa] 
401992 

LIB3431-048-P1-N1-C12 

BLASTX 

gl917019 . 

195 



51599 



u 
03 

o 

m 



E value 


5.0e-15 


Match length 


67 


% identity 


69 


NCBI Description 


(U92045) ribosomal protein S6 RPS6-1 [Zea mays] 


Seq. No. 


401993 


Seq. ID 


LIB3431^048-P1-N1-C3 


Method 


BLASTN 


MOOT C* T 

NCBI GI 


A 1 "3QOQ Q 

g4iooZoi7 


BLAST score 


243 


E value 


1.0e-134 


Match length 


343 


% identity 


93 


NCBI Description 


Oryza sativa mRNA for thioredoxin M 


Seq. No. 


401994 


Seq. ID 


LIB3431-048-P1-N1-C4 


Method 


BLASTX 


NCBI GI 


g467.8261 


BiiAbi score 


QQQ 
JO O 


E value 


2.0e-37 


Match length 


85 


% identity 


92 


NCBI Description 


(AL04 9657) putative proteasome regulatory subunit 




[Arabidopsis thaliana] 


Seq. No. 


401995 


Seq. ID 


LIB3431-048-P1-N1-C5 


Method 


BLASTX 


NCBI GI 


g4 JOJO / 0 


BLAST score 


395 


E value 


3.0e-38 


Match length 


89 


% identity 


75 


NCBI Description 


(AC005850) Unknown protein [Arabidopsis thaliana] 


Seq. No. 


401996 


Seq. ID 


LIB3431-048-P1-N1-C8 


Method 


BLASTX 


NCBI GI 


g671740 


BLAST score 


ICC 

loo 


E value 


2.0e-10 


Match length 


33 


% identity 


91 


NCBI Description 


(X84730) ribulose-bisphosphate carboxylase [synthetic 




construct] 


Seq. No. 


401997 


Seq. ID 


. LIB3431-048-P1-N1-C9 


Method 


BLASTN 


NCBI GI 


g3345476 


BLAST score 


235 * 


E value 


1.0e-129 


Match length 


305 



% identity 

NCBI Description 



95 

Oryza sativa gene for carbonic anhydrase, complete cds 



51600 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401998 

LIB3431-048-P1-N1-D3 

BLASTX 

g3256035 

222 

5.0e-18 

81 

52 

(Y14274) 
bicolor] 



putative serine/threonine protein kinase [Sorghum 



□ 

i 
5 



Ui 
s 

if 
O 



□ 

o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401999 

LIB3431-048-P1-N1-D5 

BLASTX 

g5257277 

331 

7.0e-31 

68 

99 

(AP000364) ESTs C98431 (E0144 ) , C7 1728 (E014 4 ) correspond to a 
region of the predicted gene.; Similar to Medicago sativa 
S-adenosyl-L-methionine. (U20736) [Oryza sativa] 



Seq. No. 


402000 


Seq. ID 


LIB34 31-04 8-P1-N1-D8 


Method 


BLASTN 


NCBI GI 


g435648 


BLAST score 


69 


E value 


2.0e-30 


Match length 


105 


% identity 


91 


NCBI Description 


Rice mRNA for gamma-Tip, complete cds 


Seq. No. 


402001 


Seq. ID 


LIB3431-048-P1-N1-D9 


Method 


BLASTX 


NCBI GI 


gl651922 


BLAST score 


175 


E value 


2.0e-12 


Match length 


60 


% identity 


55 


NCBI Description 


(D90901) hypothetical protein [Synechocy: 


Seq. No. 


402002 


Seq. ID 


LIB3431-048-P1-N1-E10 


Method 


BLASTN 


NCBI GI 


gl9565 


BLAST score 


35 


E value 


4.0e-10 


Match length 


47 


% identity 


94 


NCBI Description 


M.liliiflora GADPH mRNA for glycolytic 



Seq. No. 
Seq. ID 
Method 



glyceraldehyde-3-phosphate 
402003 

LIB3431-048-P1-N1-E11 
BLASTX 



dehydrogenase 



51601 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g548605 
162 

2.0e-ll 

37 

89 

PHOTOSYSTEM I REACTION CENTRE 
(LIGHT-HARVESTING COMPLEX I 7 



SUBUNIT X PRECURSOR 
KD PROTEIN) .(PSI-K) 



>gi_539055jpir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 

402004 

LIB3431-048-P1-N1-E2 

BLASTX 

gl31176 

260 

1.0e-22 

62 

85 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT IV PRECURSOR 
(PHOTOSYSTEM I 10.8 KD POLYPEPTIDE) (PSI-E) 

>gi_72683_pir F1BH4 photosystem I chain IV precursor - 

barley >gi_19087_emb_CAA68782_ (Y00966) psa2 preprotein (AA 

-46 to 101) [Hordeum vulgare] >gi_226163_prf 1413233A 

10.8kD photosystem I protein [Hordeum vulgare var. 
distichum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



402005 

LIB3431-048-P1-N1-E4 

BLASTX 

g347451 

359 

5.0e-34 

72 

92 

(L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 
sativa] 

402006 

LIB3431-048-P1-N1-E5 

BLASTX 

g461753 

321 

1.0e-29 

87 
69 

ATP-DEPENDENT CLP PROTEASE ATP-BINDING SUBUNIT CLPA HOMOLOG 

PRECURSOR >gi_419773_pir S31164 ATP-dependent ClpB 

proteinase regulatory chain homolog precursor, chloroplast 
- garden pea >gi_169128 (L09547) nuclear encoded precursor 
to chloroplast protein [Pisum sativum] 



402007 

LIB3431-048- 
BLASTN 
g2196541 
161 



P1-N1-E6 



51602 



E value 


2.0e-85 


Match length 


221 


% identity 


93 


NCBI Description 


Oryza sativa glycine-rich protein mRNA, complete cds 


Seq. No. 


402008 


Seq. ID 


LIB3431-048-P1-N1-E7 


Method 


BLASTX 




go / jjo 1 Q 


BLAST score 


243 


E value 


1.0e-20 


Match length 


75 


% identity 


56 


NCBI Description 


(AC007 932) F11A17.8 [Arabidopsis thaliana] 


Seq. No. 


402009 


Seq. ID 


LIB3431-048-P1-N1-F1 


Method 


BLASTX 


NCBI GI 


gl31176 


BLAST score 


288 


E value 


8.0e-26 


Match length 


60 


% identity 


93 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT IV PRECURSOR 



(PHOTOSYSTEM I 10.8 KD POLYPEPTIDE) (PSI-E) 

>gi_72683_j>ir F1BH4 photosystem I chain IV precursor - 

barley >gi_19087_emb_CAA68782_ (Y00966) psa2 preprotein (AA 

-46 to 101) [Hordeum vulgare] >gi_226163_prf 1413233A 

10.8kD photosystem I protein [Hordeum vulgare var. 
distichum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402010 

LIB3431-048-P1-N1-F10 

BLAST N 

g218207 

164 

3.0e-87 

249 

92 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

pOSSS1139 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402011 

LIB3431-048-P1-N1-F12 

BLASTX 

gll5807 

234 

1.0e-19 

61 

75 

CHLOROPHYLL A-B BINDING PROTEIN E PRECURSOR (LHCII TYPE I 

CAB-E) (LHCP) >gi_72736_pir CDNTEC chlorophyll a/b-binding 

protein type I precursor (cab-E) - curled-leaved tobacco 
>gi_170212 (M21398) chlorophyll a/b-binding protein-E 
[Nicotiana plumbaginif olia] 



51603 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity, 

NCBI Description 



402012 

LIB3431-048-P1-N1-F4 

BLASTN 

g2306980 

74 

1.0e-33 

88 

97 

Oryza s at iva photos ys tern I antenna protein (Lhca) mRNA, 
complete cds 



JSSt. 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Watch length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402013 

LIB3431-048-P1-N1-F6 

BLASTX 

g482311 

298 

6.0e-27 

69 

90 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 

402014 

LIB3431-048-P1-N1-F7 

BLASTN 

g3126853 

122 

4.0e-62 

188 

96 

Oryza sativa chlorophyll a/b binding protein (RCABP89) 
mRNA, nuclear gene encoding chloroplast protein, complete 
cds 



Seq. No. 

Seq."' ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402015 

LIB3431-048-P1-N1-F8 

BLASTN 

g430946 

37 

3.0e-ll 

65 

89 

Arabidopsis thaliana PSI type III chlorophyll a/b-binding 
protein (Lhca3*l) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402016 

LIB3431-048-P1-N1-G1 

BLASTX 

g733454 

402 

4.0e-39 

81 

95 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 



51604 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402017 

LIB34 31-048-P1-N1-G2 

BLASTX 

g4105794 

175 

2.0e-12 

47 

60 

(AF049928) PGP224 [Petunia x hybrida] 
402018 

LIB3431-048-P1-N1-G4 

BLAST N 

g3063523 

39 

1.0e-12 

59 

92 

Oryza sativa ribulose 1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 

402019 

LIB3431-048-P1-N1-G8 

BLASTX 

g4757718 

190 

4.0e-14 

53 

66 

actin-like 6 >gi_4001803 (AF041474) BAF53a [Homo sapiens] 
>gi_4218064_dbj_BAA74577_ (AB015907) actin-related protein 
[Homo sapiens] 

402020 

LIB3431-048-P1-N1-G9 

BLASTN 

g218207 

34 

1.0e-09 

98 

84 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

pOSSS1139 

402021 

LIB3431-048-P1-N1-H10 

BLASTX 

g729478 

171 

2.0e-12 

39 

79 

FERREDOXIN — NADP REDUCTASE, LEAF ISOZYME PRECURSOR (FNR) 
>gi_442481_dbj_BAA04616_ (D17790) f erredoxin-NADP+ 
reductase [Oryza sativa] >gi_606964 9_dbj_BAA85425 . 1_ 
(AP000616) ESTs AU078647 (E1557 ) , C72400 (E1557 ) correspond to 



51605 



a 

y s 
IB 
£ 

' l.„.-„ 

a 

o 

'□ 

a 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



a region of the predicted gene.; similar to 
ferredoxin-NADP+ reductase (D17790) [Oryza sativa] 

402022 

LIB3431-048-P1-N1-H12 

BLASTX 

g!170937 

189 

3.0e-14 

33 

100 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOS YLTRANS FERAS E 1) (ADOMET SYNTHETASE 1) 

(Z26867) S-adenosyl methionine 





>gi_4 5 0 5 4 9_emb_CAA8 1 4 8 1_ 




synthetase [Oryza sativa] 


Seq. No. 


402023 


Seq. ID 


LIB3431-048-P1-N1-H2 


Method 


BLASTX 


NCBI GI 


g3345477 


BLAST score 


346 


E value 


2.0e-32 


Match length 


66 


% identity 


98 


NCBI Description 


(AB016283) carbonic anhyd: 


Seq. No. 


402024 


Seq. ID 


LIB3431-048-P1-N1-H3 


Method 


BLASTX 


NCBI GI 


gl235664 


BLAST score 


314 


E value 


7.0e-29 


Match length 


88 


% identity 


75 


NCBI Description 


(U37936) novel calmodulin- 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_3171148 (AF064456) calmodulin- like protein [Oryza 
sativa subsp. indica] 

402025 

LIB3431-048-P1-N1-H5 

BLASTX 

g3063710 

175 

■2.0e-12 

35 

80 

(AL022537) putative protein [Arabidopsis thaliana] 
402026 

LIB3431-04 9-P1-K1-A10 

BLASTN 

g20181 . 

71 

4.0e-32 

113 

93 

Rice cab2R gene for light harvesting chlorophyll 



51606 



a/b-binding protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402027 

LIB3431-04 9-P1-K1-A2 

BLASTX 

g4510363 

242 

5.0e-21 

50 

86 

(AC007017) 
thaliana] 



putative DNA-binding protein [Arabidopsis 



m 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI- 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402028 

LIB3431-049-P1-K1-B11 

BLASTX 

g445116 

226 

2.0e-28 

71 

92 

light-harvesting complex Ila protein; 



[Hordeum vulgare] 



402029 

LIB3431-04 9-P1-K1-B12 

BLASTX 

g606817 

295 

2.0e-32 

87 

86 

(U08404) carbonic anhydrase [Oryza sativa] 
>gi_5917783_gb_AAD56038.1_AF182806_l (AF182806) carbonic 
anhydrase 3 [Oryza sativa] 

402030 

LIB3431-04 9-P1-K1-B2 

BLASTN 

g20181 

74 

7.0e-34 

81 

99 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 

402031 

LIB3431-049-P1-K1-B3 

BLASTN 

g20181 

48 

2.0e-18 

72 
92 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 



51607 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402032 

LIB3431-049-P1-K1-B5 

BLASTN 

g4079797 

144 

2.0e-75 

155 

99 

Oryza sativa 23 kDa polypeptide of photosystem II mRNA, 
complete cds 

402033 

LIB3431-049-P1-K1-B7 

BLASTX 

g549063 

276 

5.0e-37 

82 

99 

TRANSLAT IONALL Y CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_10724 64_pir A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151__ (D12626) 
21kd polypeptide [Oryza sativa] 

402034 

LIB3431-049-P1-K1-C12 

BLASTX 

g606817 

661 

4.0e-81 

155 

99 

(U08404) carbonic anhydrase [Oryza sativa] 
>gi_5917783_gb_AAD56038.1_AF182806_l (AF182806) carbonic 
anhydrase 3 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402035 

LIB3431-049-P1-K1-C4 

BLASTX 

gl805617 

163 

5.0e-20 

56 

96 

(D49704) OSH44 transcript; homeobox gene [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402036 

LIB3431-049-P1-K1-C5 

BLASTN 

g3885885 

191 

1.0e-103 

226 

97 

Oryza sativa Rieske Fe-S precursor protein (RISP) mRNA, 
complete cds 



51608 



1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402037 

LIB3431-049-P1-K1-C7 

BLASTN 

g218171 

83 

4.0e-39 

138 

91 

Oryza sativa mRNA for type I light-harvesting chlorophyll 
a/b binding protein of photosystem II (LHCPII), complete 
cds 



JXSX, 

C8 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402038 

LIB3431-04 9-P1-K1-C8 

BLASTX 

g2739360 

152 

6.0e-18 

102 
51 

(AC002505) unknown protein [Arabidopsis thaliana] 
>gi_3075385 (AC0O4484) unknown protein [Arabidopsis 
thaliana] 



fe? - 

a 



G 

Q 



Seq. No. 


402039 


Seq. ID 


LIB3431-049-P1-K1-D1 ' 


Method 


BLASTN ^ 


NCBI GI 


g4218534 


BLAST score 


45 


E value 


2.0e-16 


Match length 


45 


% identity 


100 


NCBI Description 


Triticum sp. mRNA for GRAB1 protein 


Seq. No. 


402040 


Seq. ID 


LIB3431-04 9-P1-K1-D10 


Method 


BLASTX' 


NCBI GI 


g3789954 


BLAST score 


367 


E value 


4.0e-45 


Match length 


100 


% identity 


95 


NCBI Description 


(AF094776) chlorophyll a/b-binding protein 




sativa] 


Seq. No. 


402041 


Seq. ID 


LIB3431-04 9-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


g3676294 


BLAST score 


151 


E value 


5.0e-21 


Match length 


66 


% identity 


77 


NCBI Description 


(U96496) mitochondrial ATPase beta subunit 




sylvestris] 


Seq. No. 


402042 



51609 



01 
yj 



b 



Seq. ID 


LIB3431-049-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


gjlZDO 


BLAST score 


345 


E value 


6.0e-35 


Match length 


78 


% identity 


97 


NCBI Description 


(AF061577) chlorophyll a/b binding protein [0: 


Seq. No. 


402043 


Seq. ID 


LIB3431-049-P1-K1-E10 


Method 


BLASTN 


NCBI GI 


g3126853 


BLAST score 


150 


E value 


b . ue- / y 


Match length 


222 


% identity 


93 


NCBI -Description 


Oryza sativa chlorophyll a/b binding protein 




mRNA, nuclear gene encoding chloroplast prote 




cds 


Seq. No. 


402044 


Seq. ID 


LIB3431-049-P1-K1-E11 


Method 


BLASTN 


NCBI GI 


g^ioozoy 


BLAST score 


68 


E value 


4.0e-30 


Match length 


72 


% identity 


99 


NCBI Description 


Oryza sativa mRNA for thioredoxin M 


Seq. No. 


402045 


Seq. ID 


LIB3431-049-P1-K1-E9 


Method 


BLASTN 


NCBI GI 


g3885891 


BLAST score 


80 


E value 


7.0e-37 


Match length 


95 



(RCABP89) 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



97 

Oryza sativa photosystem-1 F subunit precursor (PSI-F) 
mRNA, complete cds 

402046 

LIB3431-04 9-P1-K1-F12 

BLASTX 

g3885894 

266 

9.0e-34 

91 

86 

(AF093635) photosystem-1 H subunit GOS5 [Oryza sativa] 



402047 

LIB3431-049-P1-K1- 

BLASTX 

g2130089 

219 



F2 



51610 



E value 
Match length 
% identity 
NCBI Description 



4.0e-18 

49 

90 

2-oxoglutarate/malate translocator (clone OMT103), 
mitochondrial membrane - proso millet 

>gi_1100743_dbj_BAA08105_ (D45075) 2-oxoglutarate/malate 
translocator [Panicum miliaceum] 



f 5 * 

o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq; ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



402048 

LIB3431-04 9-P1-K1-F4 

BLASTX 

g320618 

332 

1.0e-33 

95 

75 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I - light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

402049 

LIB34 31-049-P1-K1-F6 

BLAST N 

g409581 

38 

1.0e-12 

62 

90 

Rice mRNA for serine carboxypeptidase-like protein 
402050 

LIB3431-049-P1-K1-F8 

BLAST N 

g218207 

107 

2.0e-53. 

142 

94 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

pOSSS1139 

402051 

LIB3431-049-P1-K1-F9 

BLASTN 

g218132 

137 

3.0e-71 

162 
96 

Rice mRNA for Heat shock protein 
402052 

LIB34 31-04 9-P1-K1-G7 
BLASTX 



51611 



NCBI GI g4741940 

BLAST score 255 

E value 1.0e-30 

Match length 75 

% identity 88 

NCBI Description (AF134120) Lhca2 protein [Arabidopsis thaliana] 

Seq. No. 402053 

Seq. ID LIB3431-049-P1-K1-H10 

Method BLASTN 

NCBI GI g2062705 

BLAST score 35 

E value 2.0e-10 

Match length 35 

% identity 100 

NCBI Description Human butyrophilin (BTF5) mRNA, complete cds 

Seq. No. 402054 

Seq. ID LIB3431-049-P1-K1-H5 

Method BLASTX 

NCBI GI g4262142 

BLAST score 157 

E value 1.0e-10 

Match length 61 

% identity 54 

NCBI Description (AC005275) putative alcohol dehydrogenase [Arabidopsis 
thaliana] 

Seq. No. 402055 

Seq. ID LIB3431-049-P1-K1-H7 

Method BLASTN 

NCBI GI g21840 

BLAST score 34 

E value 1.0e-09 

Match length 50 

% identity 92 

NCBI Description Triticum aestivum RNA for phosphoribulokinase 

Seq. No. 402056 

Seq. ID LIB3431-049-P1-N1-A2 

Method BLASTX 

NCBI GI g4510363 

BLAST score 175 

E value 2.0e-12 

Match length 36 

% identity 89 

NCBI Description (AC007017) putative DNA-binding protein [Arabidopsis 
thaliana] 

Seq. No. 402057 

Seq. ID LIB3431-049-P1-N1-A5 

Method BLASTX 

NCBI GI g3158476 

BLAST score 317 

E value 5.0e-29 

Match length 76 

% identity 76 



51612 



NCBI Description 



(AF067185) aquaporin 2 [Samanea saman] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402058 

LIB3431-04 9-P1-N1-A7 

BLASTX 

gll5813 

248 

4.0e-21 

56 

86 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB- 8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll < a/b-binding protein [Lycopersicon esculentum] 



m 
m 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402059 

LIB3431-049-P1-N1-A8 

BLASTX 

g563235 

513 

4.0e-52 

117 

88 

(U15964) xyloglucan endo-transglycosylase homolog; similar 
to Triticum aestivum endo-xyloglucan transferase, PIR 
Accession Number E49539 [Zea mays] >gi_563927 (U15781) 
xyloglucan endo-transglycosylase homolog [Zea mays] 

>gi_1097378_prf 2113418A xyloglucan endotransglycosylase 

homolog [Zea mays] 



l s 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402060 

LIB3431-049-P1-N1-B11 

BLASTX 

g2326947 

153 

6.0e-10 

34 

91 

(Z50801) Chlorophyll a/b-binding protein CP29 precursor 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402061 

LIB3431-04 9-P1-N1-B2 

BLASTX 

g3036949 

309 - 

3.0e-28 

59 

100 

(AB012638) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



402062 

LIB3431-049-P1-N1-B5 

BLASTX 

g4079798 

385 

4.0e-37 



51613 



Match length 

% identity 

NCBI Description 



76 
97 

(AF052203) 23 kDa polypeptide of photosystem II 
sativa] 



[Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402063 

LIB3431-04 9-P1-N1-B7 

BLASTX 

g549063 

283 

3.0e-25 

53 

98 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_1072464_pir A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 



n 
m 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402064 

LIB3431-04 9-P1-N1-B8 

BLASTN 

g2624325 

150 

5.0e-79 

201 

94 

Oryza sativa mRNA for glycine-rich RNA-binding protein 
(OsGRPl) 



jp = Seq. No. 
O Seq. ID 
y± Method 
' n NCBI GI 

BLAST score 

E value 
Q Match length 

% identity 

NCBI Description 



402065 

LIB3431-049-P1-N1-C10 

BLASTX 

g400879 

257 

2.0e-22 

53 

83 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN 
(PSI-N) >gi_479690_pir S35159 photosystem 



PRECURSOR 

I chain psaN - 



barley 1 >gi_19095_emb_CAA47056_ 
subunit N [Horde urn vulgare] 



(X66428) photosystem I 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402066 

LIB3431-049-P1-N1- 

BLASTX 

g2130069 

200 

2.0e-15 

39 

97 

catalase (EC 1.11, 



C2 



1 . 6) catA - rice 



>gi 1261858_dbj_BAA06232_ (D29966) catalase [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



402067 

LIB3431-04 9-P1-N1-C4 

BLASTN 

gl805615 



51614 



CP 
1 

o 

W 5 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



345 

0.0e+00 

432 

94 

Rice OSH45 gene for OSH42, OSH44 and OSH45 transcripts, 
exon 2, 3, 4, 5, 6 and 7, complete cds 

402068 

LIB3431-049-P1-N1-C5 

BLASTN 

g3885885 

195 

1.0e-105 

202 

100 

Oryza sativa Rieske Fe-S precursor protein (RISP) mRNA, 
complete cds 

402069 

LIB3431-049-P1-N1-C7 

BLASTX 

g289920 

284 

3.0e-25 

56 

96 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



f» Seq. No. 

Q Seq. ID 

n Method 

^ NCBI GI 

W BLAST score 

O E value 

p Match length 

% identity 

NCBI Description 



402070 

LIB3431-04 9-P1-N1-C8 

BLASTX 

g2739360 

261 

1.0e-22 

111 

52 

(AC002505) unknown protein [Arabidopsis thaliana] 
>gi_3075385 (AC004484) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402071 

LIB3431-04 9-P1-N1-C9 

BLASTN 

g2970050 

38 

7.0e-12 

102 

84 

Vigna radiata mRNA for ARG10, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



402072 

LIB3431-049-P1-N1-D1 

BLASTN 

g398603 

39 

2.0e-12 



51615 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



63 
90 

A.thaliana ATAF1 mRNA 
402073 

LIB3431-04 9-P1-N1-D10 

BLASTX 

g3789954 

184 

1.0e-13 

47 
79 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 

402074 

LIB3431-04 9-P1-N1-D4 

BLASTX 

g3126854 

389 

1.0e-37 

82 

90 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
402075 

LIB3431-04 9-P1-N1-D6 

BLASTX 

g5478797 

415 

9.0e-41 

91 

87 

(AB021310) chlorophyll 



b synthase [Oryza sativa] 



402076 

LIB3431-049-P1-N1-D9 

BLASTX_ 

gl617197 

177 

7.0e-13 

36 

89 

(Z72488) CP12 [Nicotiana tabacum] 
402077 

LIB3431-04 9-P1-N1-E10 

BLASTN 

g3126853 

63 

5.0e-27 

98 

91 

Oryza sativa chlorophyll a/b binding protein (RCABP89) 
mRNA, nuclear gene encoding chloroplast protein, complete 
cds 



51616 



E-5 5 
fjH: 

| 
tP 



fcrf 

o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402078 

LIB3431-049-P1-N1-E11 

BLAST N 

g4138289 

163 

2.0e-86 

324 

87 

Oryza sativa mRNA for thioredoxin M 
402079 

LIB3431-049-P1-N1-E2 

BLASTX 

gl28690 

529 

8.0e-54 

116 
90 

NADH-PLASTOQUINONE OXIDOREDUCTASE CHAIN 3, CHLOROPLAST 

>gi_66161_pir DERZN3 NADH dehydrogenase (ubiquinone) (EC 

1.6.5.3) chain 3 - rice chloroplast >gi_11989_emb_CAA34 001_ 
(X15901) ndhC; NADH dehydrogenase ND3 [Oryza sativa] 

>gi_226610_prf 1603356AG NADH dehydrogenase ND3 [Oryza 

sativa] 

402080 

LIB3431-049-P1-N1-E9 

BLASTX 

g3885892 

200 

1.0e-15 

49 

82 

(AF093634) photosystem-1 F subunit precursor [Oryza sativa] 
402081 

LIB3431-049-P1-N1-F12 

BLASTX 

g3885894 

178 

5.0e-13 

59 

68 

(AF093635) photosystem-1 H subunit GOS5 [Oryza sativa] 
402082 

LIB3431-049-P1-N1-F2 

BLASTX 

g2130089 

439 

2.0e-43 

88 

90 

2-oxoglutarate/malate translocator (clone OMT103), 
mitochondrial membrane - proso millet 

>gi_1100743_dbj_BAA08105_ (D45075) 2-oxoglutarate/malate 
translocator [Panicum miliaceum] 



51617 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402083 

LIB3431-049-P1-N1-F4 

BLASTX 

g320618 

241 

2.0e-20 

54 

87 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611__prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 





Seq. No. 


402084 




Seq. ID 


LIB3431-04 9-P1-N1-F6 




Method 


BLASTN 




NCBI GI 


g409581 




BLAST score 


416 




E value . , 


0.0e+00 


m 


Match length 


452 - ■ 




% identity 


98 


■F 


NCBI Description 


Rice mRNA for serine carboxypeptidase-1 


[pa? 


Seq. No. 


402085 


m 


Seq. ID 


LIB3431-04 9-P1-N1-F8 




Method 


BLASTX 


a 


NCBI GI 


g671740 




BLAST score 


252 




E value 


1.0e-21 


Hi 


Match length 


57 




% identity 


82 




NCBI Description 


(X84730) ribulose-bisphosphate carboxyl. 


O 




construct] 




Seq. No. 


402086 




Seq. ID 


LIB3431-04 9-P1-N1-F9 




Method 


BLASTX 




NCBI GI 


g829283 




BLAST score 


273 




E value 


5.0e-24 




Match length 


68 




% identity 


82 




NCBI Description 


(Z15018) heat shock protein hsp82 [Oryz. 




Seq. No. 


402087 




Seq. ID 


LIB3431-04 9-P1-N1-G2 




Method 


BLASTX 




NCBI GI 


g3885892 




BLAST' score 


389 




E value 


1.0e-37 




Match length 


75 




% identity 


100 



NCBI Description (AF093634) photosystem-1 F subunit precursor [Oryza sativa] 



Seq* No. 



402088 



51618 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. 'ID 
Method 



LIB3431-049-P1-N1-G3 

BLASTN 

g.3885891 

34 

5.0e-10 

58 

90 

Oryza sativa photosystem-1 F subunit precursor (PSI-F) 
mRNA, complete cds 

402089 

LIB3431-04 9-P1-N1-G6 

BLASTX 

g6006283 

162 

3.0e-ll 
41 

71. 

(AB015861) photosystem I subunit PSI-L [Arabidopsis 
thaliana] 

402090 

LIB3431-049-P1-N1-G7 

BLASTX 

g551047 

243 

2.0e-20 

55 

85 

(X79277) type II LHCI [Lolium temulentum] 
402091 

LIB3431-04 9-P1-N1-G8 

BLASTN 

g218207 

180 

1.0e-96 

279 

90 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, cl 

pOSSS1139 



402092 

LIB3431-04 9-P1-N1-H5 

BLASTX 

g4262142 

145 

5.0e-09 

69 

49 

(AC005275) putative alcohol 
thaliana] 

402093 

LIB3431-049-P1-N1-H6 
BLASTX 



dehydrogenase [Arabidopsis 



51619 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g671740 
380 

2.0e-36 

69 

100 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 

402094 

LIB3431-04 9-P1-N1-H7 

BLASTX 

g21839 

336 

2.0e-31 

75 

87 

(X57952) phosphoribulokinase [Triticum aestivum] 
402095 

LIB3431-050-P1-K1-A10 

BLASTN 

g2062705 

35 

5.0e-10 

35 

100 

Human butyrophilin (BTF5) mRNA, complete cds 
402096 

LIB3431-050-P1-K1-A11 

BLASTX 

gl31192 

449 

1.0e-44 

97 

87 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT V PRECURSOR 

(PHOTOSYSTEM I 9 KD PROTEIN) (PSI-G) >gi_100606_pir S20937 

photosystem I chain V precursor - barley 

>gi_19091_emb_CAA42727_ (X60158) photosystem I polypeptide 
PSI-G precursor [Hordeum vulgare] 

402097 

LIB3431-050-P1-K1-A2 

BLASTX 

gl32105 

339 

4.0e-32 

79 

86 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 



51620 



sativa] >gi_226375 j?rf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402098 

LIB3431-050-P1-K1-A5 

BLASTX 

g671740 

449 

1.0e-44 

83 

99 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



m 



O 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402099 

LIB3431-050-P1-K1-A6 

BLASTX 

g2072555 

237 

6.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

402100 

LIB3431-050-P1-K1-A7 

BLASTX 

gll70507 

627 

2.0e-65 

130 

92 

EUKARYOTIC INITIATION FACTOR 4A-3 (EIF-4A-3) 

>gi_100276_pir S22579 translation initiation factor eIF-4A 

- curled-leaved tobacco >gi_19699_emb_CAA43514_ (X61206) 
nicotiana eukaryotic translation initiation factor 4A 
[Nicotiana plumbaginifolia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402101 

LIB3431-050-P1-K1-A8 

BLASTX 

g3080391 

526 

1.0e-53 

125 

76 

(AL022603) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



402102 

LIB3431-050-P1-K1-B1 

BLASTN 

g218207 

101 

2.0e-49 
116 



51621 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

pOSSS1139 

402103 

LIB3431-050-P1-K1-B10 

BLASTN 

g20262 

268 

1.0e-149 

308 

97 

0. sativa light-induced mRNA 
402104 

LIB3431-050-P1-K1-B2 

BLASTX 

g320618 

290 

3.0e-26 

70 

79 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227 611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



Seq. No. 


402105 


Seq. ID 


LIB3431-050-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g3367596 


BLAST score 


311 


E value 


6.0e-32 


Match length 


98 


% identity - 


70 


NCBI Description 


(AL031135) putative protein [Arabidopsis 


Seq. No. 


402106 


Seq. ID 


LIB3431-050-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g2924785 


BLAST score 


165 


E value 


2.0e-ll 


Match length 


79 


% identity 


47 


NCBI Description 


(AC002334) similar to disease resistance 




[Arabidopsis thaliana] 


Seq. No. 


402107 


Seq. ID 


LIB3431-050-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g3236242 


BLAST score 


435 


E value 


4.0e-43 


Match length 


106 



51622 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



80 

(AC004 684) putative ribosomal protein L36 [Arabidopsis 
thaliana] 

402108 

LIB3431-050-P1-K1-C12 

BLASTX 

g82080 

364 

8.0e-35 

103 

70 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

402109 

LIB3431-050-P1-K1-C2 

BLASTX 

g3036953 

273 . 

5.0e-24 

51 

100 

(AB012640) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 



Seq. No. 


402110 


Seq. ID 


LIB3431-050-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


g3808101 


BLAST score 


335 


E value 


2.0e-33 


Match length 


99 


% identity 


70 


NCBI Description 


(AJ012165) chloroplast 


Seq. No. 


402111 


Seq. ID 


LIB3431-050-P1-K1-C9 


Method 


BLASTX 


NCBI GI . ■ 


gl32105 


BLAST score 


480 


E value 


2.0e-48 


Match length 


112 


% identity 


82 


NCBI Description 


RIBULOSE BISPHOSPHATE I 




(RUBISCO SMALL SUBUNIT 




ribulose-bisphosphate i 



Seq. No. 
Seq. ID 



BOXYLASE SMALL CHAIN C PRECURSOR 

>gi_68094_pir RKRZS9 

boxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

402112 

LIB3431-050-P1-K1-D1 



51623 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3929924 

210 

4.0e-17 

41 

100 

(AB020502) catalase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



*0 



402113 

LIB3431-050-P1-K1-D10 

BLASTX 

g462195 

281 

5.0e-25 

69 

81 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

>gi_100682_pir S21636 GOS2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) GOS2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 



5 : 
P 35 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402114 

LIB3431-050-P1-K1-D11 

BLASTX 

g2072555 

237 

7.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



□ 



Seq. No. 


402115 


Seq. ID 


LIB3431-050-P1-K1-D2 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


36 


E value 


8.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 iriRNA, 


Seq. No. 


402116 


Seq. ID 


LIB3431-050-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


gl370188 


BLAST score 


304 


E value 


5.0e-28 


Match length 


71 


% identity 


79 


NCBI Description 


(Z73943) RAB7D [Lotus ; 


Seq. No. 


402117 


Seq. ID 


LIB3431-050-P1-K1-D6 


Method 


BLASTX 



51624 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g733454 
317 

4.0e-29 

66 

94 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402118 

LIB3431-050-P1-K1-D7 

BLASTX 

g5541681 

225 

3.0e-18 

165 

39 

(AL096859) putative protein [Arabidopsis thaliana] 



CP 



Q 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



402119 

LIB3431-050-P1-K1-D8 

BLASTX 

g6015065 

308 

9.0e-29 
64 





% identity 


92 








NCBI Description 


ELONGATION FACTOR 2 (EF- 


-2) 


>gi_2369714_emb 


S 




(Z97178) elongation factor 


2 [Beta vulgari; 




Seq. No. 


402120 








Seq. ID 


LIB3431-050-P1-K1-E1 








Method 


BLASTX 








NCBI GI 


gl835731 






iFl 


BLAST score 


357 








E value 


5.0e-34 








Match length 


81 








% identity 


89 








NCBI Description 


(U86018) photosystem II 


10 


kDa polypeptide 




Seq. No. 


402121 








Seq. ID 


LIB3431-050-P1-K1-E10 








Method 


BLASTN 








NCBI GI 


g6015437 








BLAST score 


36 








E value 


1.0e-10 








Match length 


47 








% identity 


65 








NCBI Description 


Homo sapiens PEX1 mRNA, 


complete cds 




Seq. No. 


402122 








Seq. ID 


LIB3431-050-P1-K1-E2 








Method 


BLASTX 








NCBI GI 


g2346966 








BLAST score 


144 








E value 


8.0e-09 








Match length 


57 








% identity 


53 







51625 



NCBI Description 



(AB004871) CPC [Arabidopsis thaliana] 

>gi_4559383_gb_AAD23043.1_AC006526_8 (AC006526) putative 
DNA binding protein CPC [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402123 

LIB3431-050-P1-K1-E4 

BLASTX 

g3915186 

231 

4.0e-19 

86 

55 

UBIQUITIN-CONJUGATING ENZYME E2-21 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) (PEROXIN-4) >gi_3128447 
(AF061604) ubiquitin-conjugating enzyme homolog peroxin 4 
[Pichia angusta] 



Seq. No. 


402124 


Seq. ID 


LIB3431-050-P1-K1-E7 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


36 


E value 


9.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


402125 


Seq. ID 


LIB3431-050-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


g3036946 


BLAST score 


281 


E value 


3.0e-25 


Match length 


56 


% identity 


95 


NCBI Description 


(AB012637) light harvesting chlorophyll 




[Nicotiana sylvestris] 


Seq. No. 


402126 


Seq. ID 


LIB3431-050-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


gl25580 


BLAST score 


155 


E value 


8.0e-ll 


Match length 


48 


% identity 


73 



NCBI Description 



PHOSPHORIBULOKINASE PRECURSOR ( PHOSPHOPENTOKINASE) { PRKASE) 

(PRK) >gi_100839_pir S15743 phosphoribulokinase (EC 

2.7.1.19) - wheat >gi_5924030_emb_CAB56544 . 1_ (X51608) 
phosphoribulokinase [Triticum aestivum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



402127 

LIB3431-050-P1-K1-F11 

BLASTX 

g4572679 

161 

2.0e-ll 



51626 



y3 
01 



01 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



65 
52 

(AC006954) RSZp22 splicing factor; contains RNA recognition 
motif [Arabidopsis thaliana] 

402128 

LIB3431-050-P1-K1-F3 

BLASTX 

gll72558 

201 

7.0e-16 

79 

47 

OUTER PLASTIDIAL MEMBRANE PROTEIN PORIN (VOLTAGE- DEPENDENT 
ANION-SELECTIVE CHANNEL PROTEIN) (VDAC) 

>gi_480122_pir S36454 porin porl - garden pea 

>gi_396819_emb_CAA80988_ (Z25540) Porin [Pisuxn sativum] 

402129 

LIB3431-050-P1-K1-F4 

BLASTX 

gll5787 

344 

1.0e-32 

80 

91 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 



Seq. No. 


402130 


Seq. ID 


LIB3431-050-P1-K1-F6 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


36 


E value 


4.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


402131 


Seq. ID 


LIB3431-050-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g3688182 


BLAST score 


367 


E value 


2.0e-37 


Match length 


92 


% identity 


89 


NCBI Description 


(AL031804) P-Protein - like protein [Arabidopsis 


Seq. No. 


402132 


Seq. ID 


LIB3431-050-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


g3789952 


BLAST score 


497 



51627 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. .ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value , 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-50 

102 

96 

(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 

402133 

LIB3431-050-P1-K1-G1 

BLASTN 

g6006355 

125 

8.0e-64 

260 

100 

Oryza sativa genomic DNA, chromosome 6, clone : P04 93C11 
402134 

LIB3431-050-P1-K1-G10 

BLASTX 

g4680501 

216 

2.0e-17 

91 

52 

(AF119222) hypothetical protein [Oryza sativa] 
402135 

LIB3431-050-P1-K1-G11 

BLASTX 

g21693 

450 

5.0e-45 

83 

92 

(X66012) cathepsin B [Triticum aestivum] 
402136 

LIB3431-050-P1-K1-G4 - 

BLASTN 

g4959460 

38 

9.0e-12 

38 

100 

Zea mays RACB small GTP binding protein mRNA, complete cds 
402137 

LIB3431-050-P1-K1-G5 

BLASTX 

g3687440 

310 

1.0e-28 

107 

54 

(AL022577) dJ353H6.2.1 (SW1/SNF related, matrix associated, 
actin dependent regulator of chromatin, subfamily a, member 
1 (SNF2L1) ) [Homo sapiens] 



51628 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E . value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402138 

LIB3431-050-P1-K1-G7 

BLASTX 

g417260 . 

349 

5.0e-33 

110 

66 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 

402139 

LIB3431-050-P1-K1-G8 

BLASTX 

gl944407 

265 

3.0e-23 

65 

72 

(D86988) KIAA0221 [Homo sapiens] 
402140 

LIB3431-050-P1-K1-H11 

BLASTX 

g2072555 

233 

2.0e-19 

44 

98 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb J AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

402141 

LIB3431-050-P1-K1-H2 y 

BLASTX 

g320618 

406 

9.0e-40 

96 

80 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 

type I light-harvesting 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



402142 

LIB3431-050-P1-K1-H3 

BLASTX 

g430947 

390 

6.0e-38 

104 

72 



51629 



NCBI Description 



(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402143 

LIB3431-050-P1-K1-H4 

BLASTX 

gl32105 

251 

8.0e-22 

67 

76 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1 , 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


402144 


Seq. ID 


LIB3431-050-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g2570515 


BLAST score 


488 


E value 


3.0e-49 


Match length 


110 


% identity 


86 


NCBI Description 


(AF022740) glycolate oxidase [Oryza sativa] 


Seq. No. 


402145 


Seq. ID 


LIB3431-050-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 


E value 


7.0e-20 


Match length 


44 


% identity 


100 


NCBI Description 


(AF001396) metallothionein-like protein [Oryza 




>gi_6103441_gb_AAF03603.1_ (AF147786) metallotl 




protein [Oryza sativa] 


Seq. No. 


402146 


Seq. ID 


LIB3431-050-P1-N1-A11 


Method 


BLASTX 


NCBI GI 


gl31192 


BLAST score 


359 


E value 


3.0e-34 


Match length 


74 


% identity 


89 



NCBI Description 



PHOTOSYSTEM I REACTION CENTRE SUBUNIT V PRECURSOR 

(PHOTOSYSTEM I 9 KD PROTEIN) (PSI-G) >gi_100606_pir S20937 

photosystem I chain V precursor - barley 

>gi_19091_emb_CAA42727_ (X60158) photosystem I polypeptide 
PSI-G precursor [Hordeum vulgare] 



51630 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402147 

LIB3431-050-P1-N1-A2 

BLASTX 

g347451 

291 

4.0e-26 

57 

98 

(L22155) 
sativa] 



ribulose 1, 5-bisphosphate carboxylase [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402148 

LIB3431-050-P1-N1-A6 

BLASTX 

g2072555 

279 

1.0e-24 

54 

93 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

402149 

LIB3431-050-P1-N1-A9 

BLASTX 

g2499417 

'277 

1.0e-24 

62 
82 

GLYCINE CLEAVAGE SYSTEM H PROTEIN PRECURSOR 

>gi_1085826_pir S49248 H-protein - Flaveria anomala 

>gi_547558_emb_CAA85761_ (Z37524) H-protein [Flaveria 
anomala] 



Seq. No. 


402150 


Seq. ID 


LIB3431-050-P1-N1-B10 


Method 


BLASTN 


NCBI GI 


g20262 


BLAST score 


146 


E value 


2.0e-76 


Match length 


274 


% identity 


89 


NCBI Description 


0. sativa light-induced mRNA 


Seq. No. 


402151 


Seq. ID 


LIB3431-050-P1-N1-B11 


Method 


BLASTX 


NCBI GI 


g4587570 


BLAST score 


144 


E value 


8.0e-09 


Match length 


66 


% identity 


45 


NCBI Description 


(AC006550) Strong similarity 



protein homolog from Arabidopsis thaliana chromosome 4 
contig gb_Z97337. ESTs gb_T20765 and gb__AA586277 come from 



51631 



this gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402152 

LIB3431-050-P1-N1-B2 

BLASTX 

gll5787 

480 

3.0e-48 

92 

99 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_824 61_j>ir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 


402153 


Seq. ID 


LIB3431-050-P1-N1-B5 


Method 


BLASTX 


NCBI GI 


gl429226 


BLAST score 


228 


E value 


1.0e-18 


Match length 


47 


% identity 


85 


NCBI Description 


(X98861) TFIIA [Arabidopsis thaliana] 


Seq. No. 


402154 


Seq. ID 


LIB3431-050-P1-N1-B8 


Method 


BLASTX 


NCBI GI 


g5729802 


BLAST score 


452 


E value 


6.0e-45 


Match length 


91 


% identity 


89 


NCBI Description 


similar to S. pombe diml+ >gi_2565275 




homolog [Homo sapiens] 


Seq. No. 


402155 •' - 


Seq. ID 


LIB3431-050-P1-N1-C1 


Method 


BLASTX 


NCBI GI 


g3236242 


BLAST score 


334 


E value 


4.0e-31 


Match length 


98 


% identity 


69 


NCBI Description 


(AC004 684) putative ribosomal protein 




thaliana] 


Seq. No. 


402156 


Seq. ID 


LIB3431-050-P1-N1-C11 


Method 


BLASTX 


NCBI GI 


gl31176 


BLAST score 


203 


E value 


6.0e-16 


Match length 


47 



% identity 

NCBI Description 



87 

PHOTOSYSTEM 



I REACTION CENTRE SUBUNIT IV PRECURSOR 



51632 



(PHOTOSYSTEM I 10.8 KD POLYPEPTIDE) (PSI-E) 

>gi_72683_pir F1BH4 photosystem I chain IV precursor - 

barley >gi_19087_emb_CAA68782_ (Y00966) psa2 preprotein (AA 

-46 to 101) [Hordeum vulgare] >gi_226163_prf 1413233A 

10.8kD photosystem I protein [Hordeum vulgare var. 
distichum] 



01 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
'% identity 
NCBI Description 



402157 

LIB3431-050-P1-N1-C12 

BLASTX 

gll5813 

201 

1.0e-15 

46 

80 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB- 8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

402158 

LIB3431-050-P1-N1-C2 

BLASTX 

g289920 

267 

3.0e-23 

51 

98 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



□ 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
.Match length 
% identity 
NCBI Description 



402159 

LIB3431-050-P1-N1-C4 

BLASTX 

g2492487 

330 

1.0e-30 

76 • . 
87 ' . 

14-3-3-LIKE PROTEIN B (14-3-3B) >gi_1070354_emb_CAA63658_ 
(X93170) Hvl4-3-3b [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



402160 

LIB3431-050-P1-N1-C9 

BLASTN 

g218207 

124 

2.0e-63 

231 

88 

Oryza sativa mRNA for the small subunit of 
ribulose-1, 5-bisphosphate carboxylase, complete cds, 
pOSSS1139 

402161 

LIB3431-050-P1-N1-D1 

BLASTN 

g3868755 



clone 



51633 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150 

8.0e-79 

250 

91 

Oryza sativa CatC gene for catalase, complete cds 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402162 

LIB3431-050-P1-N1-D10 

BLASTN 

g3789949 

186 

1.0e-100 

298 

91 

Oryza sativa translation initiation factor 
complete cds 



(GOS2) mRNA, 



5 s 
f 5 * 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score ' 

E value 

Match length 

% identity 

NCBI Description 



402163 

LIB3431-050-P1-N1-D11 

BLASTX 

g2072555 

333 

5.0e-31 

62 

97 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 


402164 


Seq. ID 


LIB3431-050-P1-N1-D4 


Method 


BLASTX 


NCBI GI 


g4680212 


BLAST score 


187 


E value 


7.0e-14 


Match, length 


53 


% identity 


.66 •-. 


NCBI Description 


(AF114171) hypothetical protein [Sorghum 1 


Seq. No. 


402165 


Seq. ID 


LIB3431-050-P1-N1-D7 


Method 


BLASTX 


NCBI GI 


g5541681 


BLAST score 


212 


E value 


7.0e-17 


Match length 


92 


% identity 


55 


NCBI Description 


(AL096859) putative protein [Arabidopsis 


Seq. No. 


402166 


Seq. ID 


LIB3431-050-P1-N1-E1 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


187 


E value 


1.0e-28 


Match length 


88 


% identity 


80 



51634 



NCBI Description 



(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402167 

LIB3431-050-P1-N1-E5 

BLASTN 

gll957 

323 

0. 0e+00 

431 

99 

Rice complete chloroplast genome 
402168 

LIB3431-050-P1-N1-E9 

BLASTN 

g20181 

43 

-6.0e-15 

146 

82 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 

402169 

LIB3431-050-P1-N1-F1 

BLASTX 

g21839 

340 

8.0e-32 

73 

93 

(X57952) phosphoribulokinase [Triticum aestivum] 
402170 

LIB3431-050-P1-N1-F12 

BLASTN 

g327.3244 

46 

1.0e-16 

62 

94 

Oryza sativa DNA for NLS receptor, complete cds 
402171 

LIB3431-050-P1-N1-F3 

BLASTX 

gll72555 

184 

2.0e-13 

61 

57 

34 KD OUTER MITOCHONDRIAL MEMBRANE PROTEIN PORIN 
(VOLTAGE-DEPENDENT ANION-SELECTIVE CHANNEL PROTEIN) (VDAC) 

(POM 34) >gi_629720j?ir S46936 34K porin - potato 

>gi_1076682_pir A55364 porin (clone pPOM-34) - potato 

mitochondrion >gi_516166_emb_CAA56599_ (X80386) 34 kDA 
porin [Solanum tuberosum] 



51635 



Seq. No. 


402172 


Seq. ID 


LIB3431-050-P1-N1-F8 


Metnoa 


RT nCTY 


NCBI GI 


g710308 


BLAST score 


174 


E value 


2.0e-12 


Match length 


49 


% identity 


67 : .. < 


NCBI Description 


(U11693) victorin binding protein [Avena sativa] 


Seq. No. 


402173 


Seq. ID 


LIB3431-050-P1-N1-G1 


ixie tnou 


RT 21QTM 
DloriO L IN 


NCBI GI 


g6006355 


BLAST score 


265 


E value 


1.0e-147 


Match length 


.360 


% identity 


93 


NCBI Description 


Oryza sativa genomic DNA, chromosome 6, clone : P04 93C1 


Seq. No. 


402174 


Seq. ID 


LIB3431-050-P1-N1-G10 


Method 


BLASTX 


NCBI CjI 


g4 ooUjjo 


BLAST score 


194 


E value 


8.0e-15 


Match length 


51 


% identity 


73 


NCBI Description 


(AF128457) hypothetical protein [Oryza sativa subsp. 




indica] 


Seq. No. 


402175 


Seq. ID 


LIB3431-050-P1-N1-G5 


Method 


BLASTX 


m^rt ct 
JNL,D± \j1 


ylJD/ 010 


BLAST score 


256 


E value : 


6.0e-22 


Match length 


99 


% identity 


54 


NCBI Description 


iswi protein - fruit fly (Drosophila melanogaster) 




>gi_439197 (L27127) ISWI protein [Drosophila melanoga; 


Seq. No. 


402176 


Seq. ID 


LIB3431-050-P1-N1-G7 


Method 


RT nCTM 


NCBI GI 


g20262 


BLAST score 


78 


E value 


3.0e-36 


Match length 


121 


% identity 


92 


NCBI Description 


O.sativa light-induced mRNA 


Seq. No. 


402177 


Seq. ID 


LIB3431-050-P1-N1-H11 


Method 


BLASTN 


NCBI GI 


g2570514 



51636 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38 

5.0e-12 

42 

98 

Oryza sativa glycolate oxidase 



(GOX) mRNA, complete cds 



402178 

LIB3431-050-P1-N1-H2 

BLASTX 

g421916 

168 

1.0e-ll 

31 

100 

chlorophyll a/b-binding protein - English ivy (fragment) 
>gi_12582_emb_CAA48410_ (X68333) light harvesting 
chlorophyll a /b binding protein [Hedera helix] 

402179 

LIB3431-050-P1-N1-H4 

BLASTN 

g218207 

72 

3.0e-32 

174 

85 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 
pOSSS1139 

402180 

LIB3431-050-P1-N1-H5 

BLASTN 

g2570514 

240 

1.0e-132 

335;.:- 
93 

Oryza sativa glycolate oxidase 



(GOX) mRNA, complete cds 



402181 

LIB3431-050-P1-N1-H9 

BLASTN 

g2072554 

135 

6.0e-70 

183 

93 

Oryza sativa metallothionein-like protein mRNA, 
cds 



complete 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



402182 

LIB3431-051-P1-K1-A11 

BLASTX 

g2072555 

313 

8.0e-29 



51637 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



62 
90 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

402183 

LIB3431-051-P1-K1-A3 

BLAST N 

g20177 

102 

2.0e-50 

123 

98 

Rice cablR gene for light harvesting chlorophyll 
a/b-binding protein 

402184 

LIB3431-051-P1-K1-A5 

BLASTX 

g5103807 

349 

5.0e-33 

93 

69 

(AC007591) Contains similarity to gb_AF014403 type-2 
phosphatidic acid phosphatase alpha-2 (PAP2_a2) from Homo 
sapiens. ESTs gb_T88254 and gb_AA394 650 come from this 
gene. [Arabidopsis thaliana] 

402185 

LIB3431-051-P1-K1-A6 

BLASTN 

g5456937 

54 

1.0e-21 
54 

100 ' 

Oryza sativa rps9 mRNA for ribosomal protein S9, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



402186 

LIB3431-051-P1-K1-A9 

BLASTX 

g3885886 

642 

2.0e-67 

125 

100 

(AF093631) Rieske Fe-S precursor protein [Oryza sativa] 
402187 

LIB3431-051-P1-K1-B1 

BLASTX 

g3913018 

494 

5.0e-50 



51638 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID ■ 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



101 
99 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
(ALDP) >gi_218155_dbj_BAA02730_ (D13513) chloroplastic 
aldolase [Oryza sativa] 

402188 

LIB3431-051-P1-K1-B12 

BLASTX 

g733454 

450 

8.0e-45 

108 

80 

(U23188) chlorophyll a/b-binding apoprotein CP2 6 precursor 
[Zea mays] 

402189 

LIB3431-051-P1-K1-B2 

BLASTX 

g2407281 

517 

1.0e-52 
107 

93 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



Seq. No. 


402190 


Seq. ID 


LIB3431-051-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


534 


E value 


8.0e-55 


Match length 


102 


% identity 


96 


NCBI Description 


(AF061577) chlorophyll a/b binding 


Seq. No. 


402191 


Seq. ID 


LIB3431-051-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


g606817 


BLAST score 


489 


E value 


2.0e-49 


Match length 


93 


% identity 


99 


NCBI Description 


(U08404) carbonic anhydrase [Oryza 




>gi_5917783_gb_AAD56038.1_AF182806 




anhydrase 3 [Oryza sativa] 


Seq. No. 


402192 


Seq. ID 


LIB3431-051-P1-K1-B7 


Method 


BLASTN 


NCBI GI 


g2624327 


BLAST score 


141 


E value 


2.0e-73 


Match length 


201 



51639 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 

Oryza sativa mRNA for glycine rich RNA-binding protein 2 
(0sGRP2) 

402193 

LIB3431-051-P1-K1-B8 

BLASTX 

g2499932 

479 

2.0e-48 

105 

87 

ADENINE PHOS PHORI BOS YLT RAN SFE RASE 1 (APRT) >gi_726305 
(U22442) adenine phosphoribosyltransf erase form 1 [Triticum 
aestivum] 

402194 

LIB3431-051-P1-K1-C1 

BLASTX 

g2982453 

474 

9.0e-48 

109 

83 

(AL022223) f ructose-bisphosphate aldolase-like protein 
[Arabidopsis thaliana] 

402195 

LIB3431-051-P1-K1-C10 

BLASTX 

gl24224 

511 

9.0e-55 

121 

90 

INITIATION FACTOR 5A-1 (EIF-5A) (EIF-4D) 

>gi_100345_pir S21060 translation initiation factor eIF-5A 

- conunon tobacco >gi_l 98 87_emb_CAA4 51 05_ (X63543) - : > • 
eukaryotic initiatin factor 5A (3) [Nicotiana tabacum] 

402196 

LIB3431-051-P1-K1-C11 

BLASTX 

g2492514 

525 

1.0e-53 

110 

94 

CELL DIVISION PROTEIN FTSH HOMOLOG PRECURSOR 
>giJL483215_emb_CAA68141_ (X99808) chloroplast FtsH 
protease [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



402197 

LIB3431-051-P1-K1-C12 

BLASTX 

gll5825 

272 



51640 



E value 
Match length 
% identity 
NCBI Description 



7.0e-24 

56 

96 

CHLOROPHYLL A-B BINDING PROTEIN 3C PRECURSOR (LHCII TYPE I 

CAB-3C) (LHCP) >gi_72734_pir CDT03C chlorophyll 

a/b-binding protein 3C precursor - tomato 

>gi_224932_prf 1204205G protein 3C, chlorophyll binding 

[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value . 

Match length 

% identity 

NCBI Description 



402198 

LIB3431-051-P1-K1-C2 

BLASTX 

g2130069 

513 

3.0e-52 

115 

85 

catalase (EC 1.11.1.6) catA - rice 

>gi_1261858_dbj_BAA06232_ (D29966) catalase [Oryza sativa] 
402199 

LIB3431-051-P1-K1-C7 

BLASTX 

g3914603 

468 

4.0e-47 

87 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE,- 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 
(U74321) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase [Oryza sativa] 



Seq. No. 


402200 


Seq. ID 


LIB3431-051-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


;g3075488 


BLAST score 


718. 


E value 


4.0e-76 


Match length 


143 


% identity 


97 


NCBI Description 


(AF058796) chlorophyll 


Seq. No. 


402201 


Seq. ID 


LIB3431-051-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


g733454 


BLAST score 


464 


E value 


2.0e-46 


Match length 


112 


% identity 


79 


NCBI Description 


(U23188) chlorophyll a, 




[Zea mays] 


Seq. No. 


402202 


Seq. ID 


LIB3431-051-P1-K1-D11 


Method 


BLASTN 



51641 



ffl 

i 

B 

t 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



g304219 
80 

4.0e-37 

179 

86 

Hordeum vulgare chloroplast photosystem I PSK-I subunit 
mRNA, complete cds 

402203 

LIB3431-051-P1-K1-D12 

BLASTN 

g5106774 

63 

7.0e-27 

188 

84 

Hordeum vulgare ribosomal protein S12 (rpsl2) mRNA, 
complete cds 

402204 

LIB3431-051-P1-K1-D2 

BLASTX 

g4585882 

532 

2.0e-54 

119 

80 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

402205 

LIB3431-051-P1-K1-D3 

BLASTN 

g3789951 

111 

2.0e-55 

252 

92 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

402206 

LIB3431-051-P1-K1-D4 

BLASTN 

g20181 

123 

1.0e-62 

130 

98 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 

402207 

LIB3431-051-P1-K1-D5 

BLASTX 

gl32166 



51642 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160 

6.0e-ll 

31 

87 

RIBULOSE BISPHOSPHATE CARBOXYLASE / OXYGENASE - ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBI SCO ACTIVASE) 

>gi_81660_pir S04048 ribulose-bisphosphate carboxylase 

activase precursor - Arabidopsis thaliana 
>gi_16471_emb_CAA32429_ (X14212) rubisco activase (AA 1 
473) [Arabidopsis thaliana] 



Seq. No. 


402208 


Seq. ID 


LIB3431-051-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


150 


tj vaxue 


*i no— i n 
j . ue l u 


Match length 


30 


% identity 


90 


NCBI Description 


(AF001396) metallothionein-like ] 




>gi_6103441_gb_AAF03603.1_ {AF14 




protein [Oryza sativa] 


Seq. No. 


402209 


Seq. ID 


LIB3431-051-P1-K1-D7 


Method 


BLASTN - ' 




go j / / / y<c 


BLAST score 


106 


E value 


2.0e-52 


Match length 


309 


% identity 


84 


NCBI Description 


Oryza sativa ribulose-1, 5-bispho, 




carboxylase/oxygenase activase (: 


Seq. No. 


402210 


Seq. ID 


LIB3431-051-P1-K1-D8 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


1.0e-10 


Match length 


47 


% identity 


66 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


402211 


Seq. ID 


LIB3431-051-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


gl31388 


BLAST score 


264 


E value 


5.0e-23 


Match length 


108 


% identity 


60 


NCBI Description 


OXYGEN-EVOLVING ENHANCER PROTEIN 



rca) mRNA, complete cds 



SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOS YSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_100831_pir S16260 

photosystem II oxygen-evolving complex protein 1 - common 
wheat x Sanduri wheat >gi_2184 4_emb_CAA40670_ (X57408) 



51643 



33kDa oxygen evolving protein of photosystem II [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402212 

LIB3431-051-P1-K1-E1 

BLASTX 

g320618 

205 

2.0e-16 

68 

66 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



Seq. No. 


402213 


Seq. ID 


LIB3431-051-P1-K1-E10 


Method ' 


BLASTX 


NCBI GI 


g3345477 


BLAST score 


576 


E value 


1.0e-59 


Match length 


111 


% identity 


98 


NCBI Description 


(AB016283) carbonic anhydrase [Oryza sativa] 


Seq. No. 


402214, 


Seq. ID 


LIB3431-051-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


gll5772 


BLAST score 


523 


E value 


2.0e-53 


Match length 


99 


% identity 


100 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 1 PRECURSOR 



(LHCII TYPE I 

CAB-1) (LHCP) >gi_82460_pir S03705 chlorophyll a/b-binding 

protein 1R precursor - rice >gi_20178_emb_CAA32108_ 
(X13908) chlorophyll a/b-binding preprotein (AA -31 to 235) 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402215 

LIB3431-051-P1-K1-E12 

BLASTX 

g671740 

420 

4.0e-41 

78 

97 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



402216 

LIB3431-051-P1-K1-E2 

BLASTX 

g2961176 

356 



51644 



E value 


6.0e-34 


Match length 


104 


% identity 


73 


NCBI Description 


(AF050674) ribosomal protein L27 precursor 


Seq. No. 


402217 


Seq. ID 


LIB3431-051-P1-K1-E5 


Method 


BLASTX 




a4512707 


BLAST score 


419 


E value . 


5.0e-41 


Match length 


151 


% identity 


54 


NCBI Description 


(AC006569) hypothetical protein [Arabidopsi; 


Seq. No. 


402218 


Seq. ID 


LIB3431-051-P1-K1-E6 


Method 


BLASTN 




o505134 

y o \j u j. -j t 


BLAST score 


63 


E value 


5.0e-27 


Match length 


163 


% identity 


85 


NCBI Description 


Rice mRNA for ferredoxin, complete cds 


Seq. No. 


402219 


Seq. ID 


LIB3431-051-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


g320618 


BLAST score 


303 


E value 


4.0e-28 


Match length 


61 


% identity 


92 


NCBI Description 


chlorophyll a/b-binding protein I precursor 



>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 
>gi_227611_prf_ 1 _1707316A chlorophyll a/b binding protein 1 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402220 

LIB3431-051-P1-K1-E9 

BLASTX 

gl617197 

292 

2.0e-26 

76 

74 

(Z72488) CP12 [Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



402221 

LIB3431-051-P1-K1-F1 

BLASTX 

gll5808 

472 

1.0e-47 

92 

97 



51645 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN 91R PRECURSOR (LHCII TYPE I 

CAB-91R) (LHCP) >gi_72732_pir CDPJ91 chlorophyll 

a/b-binding protein 91R precursor - petunia 
>gi_20487_emb_CAA26209_ (X02356) cab 91R precursor 
polypeptide (aa -34 to 233) [Petunia sp.] 

402222 

LIB3431-051-P1-K1-F10 

BLASTX 

g2072555 

237 

1.0e-19 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value . : " 

Match length 

% identity 

NCBI Description 



precursor - rice 

type I light-harvesting 



402223 

LIB3431-051-P1-K1-F11 
BLASTX 
g320618 
542 

2.0e-56 
133 
86 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227 611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

402224 

LIB3431-051-P1-K1-F3 

BLASTN 

g3789951 

254 

1.0e-141 

297 

97 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402225 

LIB3431-051-P1-K1-F4 

BLASTX 

g3913018 

565 

2.0e-58 

116 

94 

FRUCTOSE-BISPHOSPHATE ALDOLASE, 
(ALDP) >gi_218155_dbj_BAA02730_ 
aldolase [Oryza sativa] 



CHLOROPLAST PRECURSOR 
(D13513) chloroplast ic 



Seq. No. 



402226 



51646 



Seq. ID 


LIB3431-051- 


Method 


BLASTX 




y h joi / o f 


BLAST score 


373 


E value 


5.0e-36 


Match length 


96 


% identity 


79 


NCBI Description 


(AJ012281) ; 


Seq. No. 


402227 


Seq- ID 


LIB3431-051- 


Method 


BLASTX 


NCBI GI 


gll5813 


BLAST score 


304 


T ira 1 no 
£> Vd-LUti 


J. • Uc c. 1 


Match length • 


93 


% identity 


69 


NCBI Description 


CHLOROPHYLL 




CAB- 8 ) >gi_ 




chlorophyll 


Seq. No. 


402228 


Seq. ID 


LIB3431-051 


Method 


BLASTX 






BLAST score 


170 


E value 


3.0e-12 


Match length 


78 


% identity 


45 


NCBI Description 


(AF010321) ] 


Seq. No. 


402229 


Seq. ID 


LIB3431-051 


Method 


BLASTX 




g oxc. DOj4 


BLAST score 


348 


E value 


5 ♦ 0e-33 


Match length 


69 


% identity 


97 


NCBI Description 


(AF061577) ■ 


Seq. No. 


402230 


Seq. ID 


LIB3431-051 


Method 


BLASTX 


NCBI GI 


g4091129 


BLAST score 


198 


E value 


4.0e-15 


Match length 


154 


% identity 


31 



adenosine kinase [Zea mays] 



a/b-binding protein [Lycopersicon esculentum] 



051-P1-K1-G10 



NCBI Description 



(AF050K 

PP2A regulatory subunit PR59 [Mus musculus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



402231 

LIB3431-051-P1-K1-G11 

BLASTX 

g3126854 

541 



51647 



yl 
O 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-55 

112 

92 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
402232 

LIB3431-051-P1-K1-G12 

BLASTX 

gl32105 

268 

9.0e-43 

109 

82 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375 J?rf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

402233 

LIB3431-051-P1-K1-G3 

BLASTX 

g5523862 

367 

3.0e-35 

99 

69 

(AF085169) LRk-type protein [Triticum aestivum] 
402234 

LIB3431-051-P1-K1-G4 

BLASTX 

g3789954 

458 - - 

1.0e-45 

109 

83 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 

402235 

LIB3431-051-P1-K1-G5 

BLASTX 

g82080 

230 

3.0e-19 

76 
63 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicoh esculentum] 



Seq. No. 



402236 



51648 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-051-P1-K1-G7 

BLAST N 

g2062705 

35 

3.0e-10 

35 

100 

Human butyrophilin (BTF5) mRNA, complete cds 
402237 

LIB3431-051-P1-K1-H11 

BLASTX 

gl33936 

674 

5.0e-71 

134 

100 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S3 >gi_708 67_pir R3RZ3 

ribosomal protein S3 - rice chloroplast 
>gi_12025_emb_CAA33934_ (X15901) ribosomal protein S3 

[Oryza sativa] >gi_22664 6_prf 1603356BW ribosomal protein 

S3 [Oryza sativa] 

402238 

LIB3431-051-P1-K1-H12 

BLASTX 

g320618 

241 

1.0e-20 

63 

76 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611jprf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



Seq. No. 


402239 


Seq. ID 


LIB3431-051-P1-] 


Method 


BLASTX 


NCBI GI 


gl519251 


BLAST score 


490 


E value 


9.0e-50 


Match length 


101 


% identity 


99 


NCBI Description 


(U65957) GF14-C 


Seq. No. 


402240 


Seq. ID 


LIB3431-051-P1-] 


Method 


BLASTX 


NCBI GI 


g417260 


BLAST score 


248 


E value 


3.0e-21 


Match length 


105 


% identity 


50 


NCBI Description 


LIGHT REGULATED 




lirl protein - : 



51649 



light-regulated gene [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402241 

LIB3431-051-P1-K1-H4 

BLASTN 

g3345476 

260 

1.0e-144 

282 

99 

Oryza sativa gene for carbonic anhydrase, complete cds 
402242 

LIB3431-051-P1-K1-H7 

BLASTX 

g4678947 

353 

2.0e-33 

101 

65 

(AL049711) putative protein [Arabidopsis thaliana] 
402243 

LIB3431-051-P1-N1-A1 

BLASTX 

gll70606 

159 

1.0e-10 

49 

65 

ADENYLATE KINASE, CHLOROPLAST (ATP-AMP TRANS PHOSPHORYLASE) 

>gi_629863_pir S45634 adenylate kinase (EC 2.7.4.3), 

chloroplast - maize >gi_3114421_pdb_lZAK_A Chain A, 
Adenylate Kinase From Maize In Complex With The Inhibitor 
PI, P5-Bis (Adenosine-5 1 -) pentaphosphate (Ap5a) 
>gi_3114422_pdb_lZAK_B Chain B, Adenylate Kinase From Maize 
In Complex With The . Inhibitor 
PI, P5-Bis (Adenosine-5'-) pentaphosphate (Ap5a) 

402244 

LIB3431-051-P1-N1-A10 

BLASTN 

g2072554 

164 

4.0e-87 

296 

89 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



402245 

LIB34 31-051-P1-N1-A12 

BLASTX 

g2864617 

179 

4.0e-13 
60 



51650 



% identity 

NCBI Description 



65 

(AL021811) H+-transporting ATP synthase chain9 - like 
protein [Arabidopsis thaliana] >gi_5730141_emb_CAB52473 . 1_ 
(AJ245574) ATP synthase beta chain precursor (subunit II) 
[Arabidopsis thaliana] 



□ 

i 
51 



m 

3 

b 
o 

c!2 



Seq. No. 


4G2246 


Seq. ID 


LIB3431-051-P1-N1-A2 


Method 


BLASTX 


NCBI GI 


g693920 


BLAST score 


356 


E value 


8.0e-34 


Match length 


68 


% identity 


100 


NCBI Description 


(U21113) chlorophyll a/b binding protein [Sol, 




l_ LID CiUo Hill J 


Seq. No. 


402247 


Seq. ID 


LIB3431-051-P1-N1-A5 


Method 


BLASTN 


NCBI GI 


g5456937 


BLAST score- 


329 


E value 


0.0e+00 


Match length 


329 


% identity 


100 




Ar\77a cat" i rnc Q tnRMZl f* t~ >»t V^/^a otto 1 riTnt" P l n ' 
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cds 


Seq. No. 


402248 


Seq. ID 


LIB3431-051-P1-N1-A6 


Method 


BLASTX 


NCBI GI 


g4508079 


BLAST score 


350 


E value 


4.0e-33 


Match length 


95 


$ laentiuy 


D 0 ( 


NCBI Description 


(AC005882) 66284 [Arabidopsis thaliana] 


Seq. No. 


402249 


Seq. ID 


LIB3431-051-P1-N1-A9 


Method 


BLASTN 


NCBI GI 


gl8266 


BLAST score 


35 


E value 


3.0e-10 


Match length 


47 


% identity 


94 


NCBI Description 


C.stellata mRNA for ribosomal protein L27 


Seq. No. 


402250 


Seq. ID 


LIB3431-051-P1-N1-B1 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


537 


E value 


5.0e-55 


Match length 


99 


% identity 


99 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 



51651 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

402251 

LIB3431-051-P1-N1-B10 

BLASTX 

g3036951 

323 

5.0e-30 

63 

98 

(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

402252 

LIB3431-051-P1-N1-B11 

BLASTX 

g4538963 

169 

5.0e-12 

48 

71 

(AL049488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_4741958_gb_AAD2877 6. 1_AF134129_1 
(AF134129) Lhcb5 protein [Arabidopsis thaliana] 

402253 

LIB3431-051-P1-N1-B12 

BLASTX 

g733456 

335 

2.0e-31 

73 

92 

(U23189) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402254 

LIB3431-051-P1-N1-B4 

BLASTN 

g2072554 

134 

4.0e-69 

354 

85 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 
Seq. ID 
Method 



402255 

LIB3431-051-P1-N1-B5 
BLASTX 



51652 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3345477 
172 

3.0e-12 

32 

97 

(AB016283) carbonic anhydrase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402256 

LIB3431-051-P1-N1-B6 

BLASTN 

g2624327 

240 

1.0e-132 

284 

96 

Oryza sativa mRNA for glycine rich RNA-binding protein 2 
(OsGRP2) 



U 



JG 

6 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402257 

LIB3431-051-P1-N1-B8 

BLASTX 

g2440046 

163 

3.0e-ll 

40 

70 

(AJ001294) major- intrinsic protein PIPC [Craterostigma 
plantagineum] 

402258 

LIB3431-051-P1-N1-C1 

BLASTN 

g20191 

215 

1.0e-117 

279 

94 

O. sativa mRNA for catalase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402259 

LIB3431-051-P1-N1-C10 

BLASTX 

g5734790 

373 

9.0e-36 

80 

90 

(AC007980) 
thaliana] 



ATP-dependent metalloprotease [Arabidopsis 



Seq-. No . 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



402260 

LIB3431-051-P1-N1-C11 

BLASTN 

g20177 

44 

7.0e-16 
88 



51653 



% identity 

NCBI Description 



Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



88 

Rice cablR gene for light harvesting chlorophyll 
a/b-binding protein 

402261 

LIB3431-051-P1-N1-C12 

BLASTX 

g3036951 

323 

5.0e-30 

63 

98 

(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

402262 

LIB3431-051-P1-N1-C6 

BLASTN 

g3377792 

94 

1.0e-45 

149 

92 

Oryza sativa ribulose-1, 5-bisphosphate 

carboxylase/oxygenase activase (rca) mRNA, complete cds 
402263 

LIB3431-051-P1-N1-C7 

BLASTN 

g3075487 

244 

1.0e-135 

260 

98 

Oryza sativa chlorophyll a/b-binding protein (RCABP69) 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402264' 

LIB3431-051-P1-N1-D1 

BLASTX 

g430947 

198 

4.0e-15 

63 

57 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

402265 

LIB3431-051-P1-N1-D10 

BLASTX 

g733454 

363 

1.0e-34 

77 

92 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 



51654 



[Zea mays] 



m 

m 



O 

D 



Seq. No. 


402266 


064* ±u 


illDJI Jl U Jl E -L 111 Ull 


Method 


BLASTX 


NCBI GI 


g5106775 


BLAST score 


363 


E value 


1.0e-34 


Match length 


71 


% identity 


96 


NCBI Description 


(AF067732) ribosomal protein S12 [Hordeum vulgare] 


Seq. No. 


402267 




TTR*^4^1-n i S1 -PI -N1 -D1 ? 

LID Jt Jl W Jl t 1 LNl L/ 1 £. 


Method 


BLASTX 


NCBI GI 


g5106775 


BLAST score 


259 


E value 


2.0e-22 


Match length 


52 


% identity 


92 


NCBI Description 


(AF067732) ribosomal protein S12 [Hordeum vulgare] 


Seq. No. 


402268 


Seq. ID 


LIB3431-051-P1-N1-D4 


Method 


BLASTX 


NCBI GI 


gl32166 • 


BLAST score 


160 


E value 


5.0e-ll 


Match length 


31 


% identity 


87 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) 

>gi_81660_pir S04048 ribulose-bisphosphate carboxylase 

activase precursor - Arabidopsis thaliana 
>gi_16471_emb_CAA32429_ (X14212) rubisco activase (AA 1 
473) [Arabidopsis thaliana] 

402269 

LIB3431-051-P1-N1-D5 

BLASTX 

gl67097 

142 

7.0e-09 

30 

83 

(M55449) ribulose 1, 5-bisphosphate carboxylase activase 
[Hordeum vulgare] 

402270 

LIB3431-051-P1-N1-D6 

BLASTN 

g3377792 

97 

4.0e-47 

267 

84 

Oryza sativa ribulose-1, 5-bisphosphate 



51655 



carboxylase/oxygenase activase (rca) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402271 

LIB3431-051-P1-N1-D8 

BLASTN 

g416266 

211 

1.0e-115 

269 

94 

Rice mRNA for oxygen-evolving protein, partial sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
, E value 
Match length 
% identity 
NCBI Description 



402272 

LIB3431-051-P1-N1-D9 

BLASTX 

g733454 

158 

8.0e-ll 

45 

69 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 



o 



Seq. No. 


402273 


Seq. ID 


LIB Jl-Uol-r 1-Nl-bl 


Method 


BLASTX 


NCBI GI 


g2961176 


BLAST score 


322 


E value 


7.0e-30 


Match length 


81 


% identity 


80 


NCBI Description 


(AF050674) ribosomal protein L27 precursor 


Seq. No. 


402274 


Seq. ID 


LIB3431-051-P1-N1-E10 


Method 


BLASTX 


NCBI GI 


g3928140 


BLAST score 


166 


E value 


l.Oe-11 


Match length 


34 


% identity 


88 


NCBI Description 


(AJ131044) chlorophyll a/b binding protein 




arietinum] 


Seq. No. 


402275 


Seq. ID 


LIB3431-051-P1-N1-E5 


Method 


BLASTX 


NCBI GI 


gl070408 


BLAST score 


166 


E value 


l.Oe-11 


Match length 


47 


% identity 


74 


NCBI Description 


ferredoxin [2Fe-2S] I - rice 


Seq. No. 


402276 


Seq. ID 


LIB3431-051-P1-N1-E7 


Method 


BLASTX 



51656 



1 



# 



t 3 : 



01 



NCBI GI 


gll5786 


BLAST score 


202 


E value 


8.0e-16 


Mo +* r^h 1 rrl - H 


52 


% identity 


75 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN PRECURSOR (LHCII TYPE I 


CAB) (LHCP) >gi 82680_pir A29119 chlorophyll a/b-binding 




protein - maize >gi_22357_emb_CAA68451_ (Y00379) LHCP [Zea 




mays] 


Seq. No. 


402277 


Seq. ID 


LIB3431-051-P1-N1-E9 


Method 


BLASTN 


VTPRT (IT 


y J-/J. / i \j c* 


BLAST score 


139 


E value 


2.0e-72 


Match length 


228 


% identity 


89 


NCBI Description 


Oryza sativa carbonic anhydrase 3 mRNA, complete cds 


Seq. No. 


402278 


Seq. ID 


LIB3431-051-P1-N1-F10 


Method 


BLASTX 


NCBI GI 


g3036949 


D T ACT or>Am 




E value 


7.0e-23 


Match length 


53 


% identity 


94 


NCBI Description 


(AB012638) light harvesting chlorophyll a/b-binding protei: 




[Nicotiana sylvestris] 


Seq. No. 


402279 


Seq. ID 


LIB3431-051-P1-N1-F2 


Method 


BLASTN 


NCBI GI 


g3789951 


BLAST score 


136 


Hi VCl-LUtS 


9 n^-7 D 


Match length 


311 


% identity 


99 


NCBI Description 


Oryza sativa chlorophyll a/b-binding protein presursor 




(Cab27) mRNA, nuclear gene encoding chloroplast protein, 




complete cds 


Seq. No. 


402280 


Seq. ID 


LIB3431-051-P1-N1-F8 


Method 


BLASTX 




rr r m n A 1 


BLAST score 


241. 


E value 


2.0e-20 


Match length 


50 


% identity 


90 


NCBI Description 


(X79277) type II LHCI [Lolium temulentum] 


Seq. No. 


402281 


Seq. ID 


LIB3431-051-P1-N1-F9 


Method 


BLASTN 


NCBI GI 


g2306980 



51657 



BLAST score 180 

E value 9.0e-97 

Match length 240 

% identity 94 

NCBI Description Oryza sativa photosystem I antenna protein (Lhca) mRNA, 
complete cds 

Seq. No. 402282 

Seq. ID LIB3431-051-P1-N1-G10 

Method BLASTX 

NCBI GI g3126854 

BLAST score 270 

E value 1.0e-23 

Match length 52 

% identity 98 

NCBI Description (AF061577) chlorophyll a/b binding protein [Oryza sativa] 

Seq. No. 402283 

Seq. ID LIB3431-051-P1-N1-G11 

Method BLASTX 

NCBI GI g671740 

BLAST score 170 

E value 5.0e-12 

Match length 41 

% identity 83 

NCBI Description (X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 

Seq. No. 402284 

Seq. ID LIB3431-051-P1-N1-G12 

Method BLASTX 

NCBI GI gl32105 

BLAST score 167 

E value 1.0e-ll 

Match length 33 

% identity 97 



NCBI Description RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 402285 . 

Seq. ID LIB3431-051-P1-N1-G2 

Method BLASTX 

NCBI GI g5679314 

BLAST score 317 

E value 3.0e-29 

Match length 100 

% identity 66 

NCBI Description (AF164021) receptor kinase [Oryza sativa] 

Seq. No. 402286 



51658 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-051-P1-N1-G3 

BLASTN 

g3789953 

39 

1.0e-12 

43 

98 

Oryza.sativa chlorophyll a/b-binding protein precursor 
(Cab26) mRNA, nuclear gene- encoding chloroplast protein, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402287 

LIB3431-051-P1-N1-G6 

BLASTX 

gl617197 

225 

2,0e-18 

47 
87 

(Z72488) CP12 [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 



402288 

LIB3431-051-P1-N1-G8 

BLASTN 

g20369 

292 

1.0e-163 

308 

99 

Oryza sativa shoot GS2 mRNA for chloroplastic glutamine 
synthetase (EC 6.3.1.2) (clone lambda-GS31) 
>gi_2170909_dbj_E02681_E02681 cDNA encoding precursor of 
chloroplast localising glutamine synthetase 



Seq. No. 


402289 


Seq. ID 


LIB3431-051-P1-N1-H1 


Method 


BLASTN 


NCBI GI 


gl519250 


BLAST score 


385 


E value 


0.0e+00 


Match length 


421 


% identity 


98 


NCBI Description 


Oryza sativa GF14-C protein mRNA, 


Seq. No. 


402290 


Seq. ID 


LIB3431-051-P1-N1-H10 


Method 


BLASTX 


NCBI GI 


gl33936 


BLAST score 


610 


E value 


1.0e-63 


Match length 


125 


% identity 


97 


NCBI Description 


CHLOROPLAST 30S RIBOSOMAL PROTEIN 



ribosomal protein S3 - rice chloroplast 
>gi_12025_emb_CAA33934_ (X15901) ribosomal protein S3 

[Oryza sativa] >gi_226646_prf 1603356BW ribosomal protein 

S3 [Oryza sativa] 



51659 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402291 

LIB3431-051-P1-N1-H11 

BLASTN 

g218171 

128 

1.0e-65 

184 

92 

Oryza sativa .mRNA for type I light-harvesting chlorophyll 
a/b binding protein of photosystem II (LHCPII), complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402292 

LIB3431-051-P1-N1-H12 

BLASTX 

g2804572 

186 

7.0e-14 

36 

94 

(AB006081) chlorophyll a/b-binding protein [Fagus crenata] 



1 2 

pat 



□ 

£s=J 

O 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402293 

LIB3431-051-P1-N1-H2 

BLASTN 

g5091597 

152 

8.0e-80 

252 

27 

Oryza sativa chromosome 1 BAC 10A19I, complete sequence 
402294 

LIB3431-051-P1-N1-H5 

BLASTX 

gll74778 

215 

2.0e-17 

41 

98 

TRYPTOPHAN SYNTHASE BETA CHAIN 1 (ORANGE PERICARP 1) 

>gi_320136_pir PQ0449 tryptophan synthase (EC 4.2.1.20) 

beta-1 chain - maize (fragment) >gi_168572 (M76684) 
tryptophan synthase beta-subunit [Zea mays] 



Seq. No. , 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402295 

LIB3431-052-P1-K1-A11 

BLASTX 

g710626 

188 

3.0e-14 

45 

69 

(D30719) ERD15 protein [Arabidopsis thaliana] >gi_3241941 
(AC004 625) dehydration-induced protein ERD15 [Arabidopsis 
thaliana] >gi 3894181 (AC005662) ERD15 protein [Arabidopsis 



51660 



thaliana] 



Seq. No. 


402296 




LIB3431-052-P1-K1-A12 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


41 


E value 


6.0e-14 


Match length 


52 


% identity 


68 


NCBI Description 


Homo sapiens PEX1 roRNA, 


Seq. No. 


402297 


Seq. ID 


LIB3431-052-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


gl31225 


BLAST score 


308 


E value 


2.0e-28 


Match length 


70 


% identity 


87 


NCBI Description 


PHOTOSYSTEM I REACTION 



NT RE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605j>ir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M6114 6) photosystem I 
hydrophobic protein [Hordeum vulgare] 



ft 
far? 

tsssr 



Seq. No. 


402298 


Seq. ID 


LIB3431-052-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


gl68643 


BLAST score 


260 


E value 


7.0e-23 


Match length 


83 


% identity 


65 


NCBI Description 


(L02540) NADPH HC-toxin : 


Seq. No. 


402299 


Seq. ID 


LIB3431-052-P1-K1-B11 


Method 


BLASTN 


NCBI GI 


g2062705 


BLAST score 


36 


E value 


9.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Human butyrophilin (BTF5 


Seq. No. 


402300 


Seq. ID 


LIB3431-052-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


g3158476 


BLAST score 


230 


E value 


2.0e-19 


Match length 


62 


% identity 


71 


NCBI Description 


(AF067185) aquaporin 2 [ 


Seq. No. 


402301 


Seq. ID 


LIB3431-052-P1-K1-B4 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl31225 

300 

8.0e-28 

67 

88 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 

402302 

LIB3431-052-P1-K1-B7 

BLASTX 

g4835588 

400 

6.0e-39 

77 

100 

(AB027054) nitrilase-like protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI.GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402303 

LIB3431-052-P1-K1-B8 

BLASTX 

g4678311 

212 

4.0e-17 

63 

67 

(AL049655) 
thaliana] 



aquaporin/MIP-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402304 

LIB3431-052-P1-K1-B9 

BLAST N 

g2570494 

109 

1.0e-54 

140 

96 

Oryza sativa glyceralehyde-3-phosphate dehydrogenase 
subunit (GAPDH) iriRNA, partial cds 

402305 

LIB3431-052-P1-K1-C4 

BLASTX 

g416869 

301 

2.0e-27 

93 

61 

CYSTEINE SYNTHASE, CHLOROPLAST PRECURSOR (O-ACETYLSERINE 
SULFHYDRYLASE) (O-ACETYLSERINE (THIOL) -LYASE) (CSASE) 
>gi_303902_dbj_BAA03542_ (D14722) cysteine synthase 
[Spinacia oleracea] 



Seq. No. 



402306 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



LIB3431-052-P1-K1-C6 

BLASTX 

g2501189 

152 

2.0e-10 

51 

59 

THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_213014 6_pir S61419 thiamine biosynthetic enzyme thil- 

- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 

402307 

LIB3431-052-P1-K1-D10 

BLASTX 

g6041792 

311 

1.0e-28 

127. 
52 

(AC009755) unknown protein [Arabidopsis thaliana] 
402308 

LIB3431-052-P1-K1-D11 

BLASTN 

gll957 

212 

1.0e-116 

316 

90 

Rice complete chloroplast genome 
402309 

LIB3431-052-P1-K1-D12 

BLASTN 

g20262 

254 

1.0e-141 

254 

100 

O.sativa light-induced mRNA 
402310 

LIB3431-052-P1-K1-D3 

BLASTX 

g2765817 

163 

3.0e-ll 

63 

54 

(Z95352) AtMlo-hl [Arabidopsis thaliana] 
>gi_3892049_gb_AAC78258.1_AAC78258 (AC002330) AtMlo-hl 
[Arabidopsis thaliana] 

402311 

LIB3431-052-P1-K1-D4 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl32105 
629 

1.0e-65 v 

142 

85 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208.jdbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

402312 

LIB3431-052-P1-K1-D6 

BLASTN 

g20340 

90 

2.0e-43 

105 

96 

Rice rbcS gene for ribulose "1, 5-bisphosphate 
carboxylase/oxygenase small subunit (EC 4.1.1.39) 

402313 

LIB3431-052-P1-K1-D9 

BLASTX 

g4566614 

375 

3.0e-36 

81 

85 

(AF112887) actin depolymerizing factor [Populus alba x 
Populus tremula] 



Seq. No. 


402314 


Seq. ID 


LIB3431-052-P1-K1-E10 


Method 


BLASTX . 


NCBI GI 


g2244781 


BLAST score 


170 


E value 


5.0e-12 


Match length 


97 


% identity 


39 


NCBI Description 


(297335) hypothetical 


Seq. No. 


402315 


Seq. ID 


LIB3431-052-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


g5230785 


BLAST score 


185 


E value 


7.0e-14 


Match length 


51 


% identity 


67 


NCBI Description 


(AF107024) histone HI ' 



51664 



J3 



01 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI * 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402316 

LIB3431-052-P1-K1-E2 

BLASTX 

g2947060 

469 

4.0e-47 

118 

75 

(AC002521) putative membrane protein [Arabidopsis thaliana] 
402317 

LIB3431-052-P1-K1-E3 

BLASTX 

g671740 

405 

1.0e-39 

77 

96 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 

402318 

LIB3431-052-P1-K1-E4 

BLASTX 

g320618 

487 

2.0e-53 

107 

94 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 
>gi_227611_prf_1707316A chlorophyll a/b binding protein 1 
[Oryza sativa] 

402319 

LIB3431-052-P1-K1-E5 

BLASTN 

gl519252 

54 

6.0e-22 

102 

88 

Oryza sativa GF14-d protein mRNA, complete cds 
402320 

LIB3431-052-P1-K1-E7 

BLASTX 

gl32105 

293 

1.0e-26 

76 

79 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 



51665 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score • 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase ,S [Oryza sativa] 

402321 

LIB3431-052-P1-K1-E9 

BLASTX *• 

gll73347 

401 

3.0e-39 

80 

94 

SEDOHEPTULOSE-l,7-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 
( SEDOHEPTULOSE-BISPHOSPHATASE ) ( SBPASE ) ( SED (1,7) P2ASE ) 

>gi_100803j?ir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265_emb_CAA4 6507_ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 
aestivum] 

402322 

LIB3431-052-P1-K1-F1 

BLASTX 

g733454 

382 

6.0e-37 

95 

79 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

402323 

LIB3431-052-P1-K1-F10 

BLASTN 

g3789951 

70 

1.0e-31 

81 

98 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

402324 . 

LIB3431-052-P1-K1-F11 

BLASTX 

g21839 

368 

2.0e-35 

84 

88 

(X57952) phosphoribulokinase [Triticum aestivum] 
402325 

LIB3431-052-P1-K1-F12 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3789952 
341 

5.0e-32 

66 

98 

(AF094775) 
sativa] 



chlorophyll a/b-binding protein presursor [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



402326 

LIB3431-052-P1-K1-F2 

BLASTX 

g3075488 

303 

9.0e-28 

82 

72 

(AF058796) chlorophyll a/b-binding protein [Oryza sativa] 
402327 

LIB3431-052-P1-K1-F4 

BLASTN 

g4959460 

33 

3.0e-09 

33 

100 

Zea mays RACB small GTP binding protein mRNA, complete cds 
402328 

LIB3431-052-P1-K1-F5 

BLASTX 

g3360289 

230 

4.0e-19 

59 

76 

(AF023164) leucine-rich repeat transmembrane protein kinase 
1. [Zea mays] 

402329 

LIB3431-052-P1-K1-F7 

BLASTX 

g5302772 

148 

1.0e-09 

83 

40 

(Z97336) SNF1 like protein kinase [Arabidopsis thaliana] 
402330 

LIB3431-052-P1-K1-F8 

BLASTX 

g2129622 

296 

5.0e-27 
71 
-77 
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NCBI Description immunophilin FKBP15-1 - Arabidopsis thaliana >gi_1272406 
(U5204 6) immunophilin [Arabidopsis thaliana] 





Seer No 


*i VJ C J J X 






Seq. ID 


LIB3431-052-P1-K1-F9 






Method 


BLASTX 






NCBI GI 


g3126854 






BLAST score 


203 






E value 


2.0e-16 






Match length 


47 






% identity 


85 






NCBI Description 


(AF061577) chlorophyll a/b binding protein 


[Oryza 




Sea No 


*i \J £. O J ^. 






Seq. ID 


LIB3431-052-P1-K1-G1 






Method 


BLASTX 






NCBI GI 


g3126854 






BLAST score 


590 






E value 


3.0e-61 




a 


Match length 


111 






% identity 


99 




01 

w - 


NCBI Description 


(AF061577) chlorophyll a/b binding protein 


[Oryza 


2? 


Seq. No. 


402333 






Seq. ID 


LIB3431-052-P1-K1-G11 




□ 


Method 


BLASTX 




j=KSB 


NCBI GI 


gll5813 






BLAST score 


164 




E value 


1.0e-ll 






Match length 


61 






% identity 


64 




n 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR 


(LHCI 



u 

TS3* 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CAB- 8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

402334 

LIB3431-052-P1-K1-G3 

BLASTX 

g2501189 

261 

6.0e-23. 

78 

72 

THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_213014 6_pir S61419 thiamine biosynthetic enzyme thil-1 

- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 

402335 

LIB3431-052-P1-K1-G4 

BLASTN 

g2062705 

34 

4.0e-10 

34 
100 

Human butyrophilin (BTF5) mRNA, complete cds 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402336 

LIB3431-052-P1-K1-G5 

BLASTN 

g3885893 

99 

2.0e-48 

127 

94 

Oryza sativa photosystem-1 
complete cds 



H subunit GOS5 (PSI-H) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID - 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



402337 

LIB3431-052-P1-K1-G8 

BLASTX 

gl25580 

173 

1.0e-12 

37 

95 

PHOSPHORIBULOKINASE PRECURSOR ( PHOSPHOPENTOKINASE) (PRKASE) 

(PRK) >gi_100839_pir S15743 phosphoribulokinase (EC 

2.7.1.19) - wheat >gi_5924030_emb_CAB56544 . 1_ (X51608) 
phosphoribulokinase [Triticum aestivum] 

402338 

LIB3431-052-P1-K1-G9 

BLASTX 

gll5787 

279 

7.0e-25 

77 

77 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_824 61_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 

402339 

LIB3431-052-P1-K1-H1 

BLASTX 

g320618 

259 

2.0e-22 

67 

76 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

402340 

LIB3431-052-P1-K1-H10 

BLASTX 

g82080 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161 

3.0e-ll 

83 
47 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

402341 

LIB3431-052-P1-K1-H11 

BLASTX 

g2494261 

299 

3.0e-27 

98 

62 

ELONGATION FACTOR TU, CHLOROPLAST PRECURSOR (EF-TU) 

>gi_99903_pir S21567 translation elongation factor Tu 

precursor - soybean chloroplast >gi_1877 6_emb_CAA4 68 64_ 

(X66062) EF-Tu [Glycine max] >gi_448921_prf 1918220A 

elongation factor Tu [Glycine max] 

402342 

LIB3431-052-P1-K1-H2 

BLASTX 

gll5787 

418 

4.0e-41 

112 

79 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_824 61jpir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 

402343 

LIB3431-052-P1-K1-H6 

BLASTX 

gl652848 

143 

2.0e-09 

36 

64 

(D90909) DNA photolyase [Synechocystis sp.] 
402344 

LIB3431-052-P1-K1-H7 

BLASTX 

gl31176 

293 

1.0e-26 ■■ 
. 55 
100 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT IV PRECURSOR 

(PHOTOSYSTEM I 10.8 KD POLYPEPTIDE) (PSI-E) 

>gi 72683 pir F1BH4 photosystem I chain IV precursor - 
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barley >gi_19087_emb_CAA68782_ (Y00966) psa2 preprotein (AA 

-46 to 101) [Hordeum vulgare] >gi_226163_prf 1413233A 

10.8kD photosystem I protein [Horcieum vulgare var. 
distichum] 





402345 


Seq. ID 


LIB3431-052-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


g3183079 


BLAST score 


413 


E value 


4.0e-44 


Match length 


107 


% identity 


84 


NCBI Description 


MALATE DEHYDROGENASE, GLYOXYSOMAL PRECURSOR 


>gi_1375075_dbj_BAA12870.1_ (D85763) glyoxysomal malate 




dehydrogenase [Oryza sativa] 


Seq. No. 


402346 


Seq. ID 


LIB3431-052-P1-N1-A7 


Method 


BLASTX 


NCBI GI 


g2289010 


BLAST score 


389 


E value 


2.0e-37 


Match length 


86 


% identity 


86 


NCBI Description 


(AC002335) FKBP type peptidyl-prolyl cis-trans isomerase 




i o /™v 1 ✓•v/t r 7\ "v- ^ V*\ t fis*\Y*t on c ^ V"» a I t anal 

lSOlOy [nlaJJlUUpblo UflaJ. J. ail a J 


Seq. No. 


402347 


Seq. ID 


LIB3431-052-P1-N1-B1 


Method 


BLAST N 


NCBI GI 


g6069643 


BLAST score 


120 


E value 


6.0e-61 


Match length 


207 


% identity 


10 


NCBI Description 


Oryza sativa genomic DNA, chromosome 6, clone : P0514G12 


Seq. No. 


402348 




T -fiR9 — Pi — M1 -R4 


Method 


BLASTX 


NCBI GI 


gl31225 


BLAST score 


514 


E value 


4.0e-52 


Match length 


127 


% identity 


80 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 




V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 




precursor - barley >gi_167087 (M61146) photosystem I 




hydrophobic protein [Hordeum vulgare] 


Seq. No. 


402349 


Seq. ID 


LIB3431-052-P1-N1-B5 


Method 


BLASTX 


NCBI GI 


gl26896 


BLAST score 


392 


E value 


6.0e-38 



51671 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



91 
87 

MALATE DEHYDROGENASE, MITOCHONDRIAL PRECURSOR 

>gi_319831_pir DEPUMW malate dehydrogenase (EC 1.1.1.37) 

precursor, mitochondrial - watermelon 

>gi_18297_emb_CAA35239_ (X17362) precursor protein (AA -27 
to 320) [Citrullus lanatus] 

402350 

LIB3431-052-P1-N1-B6 

BLASTX 

g!15813 

163 

2.0e-ll 

41 

76 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB- 8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

402351 < 

LIB3431-052-P1-N1-B7 

BLAST N 

g4835587 

93 

1.0e-44 

93 

100 

Oryza sativa ONIT4- mRNA for nitrilase-like protein, 
complete cds 

402352 

LIB34 31-052-P1-N1-B8 

BLASTN 

g3885891 

58 

7.0e-24 

110 

88 

Oryza sativa photosystem-1 F subunit precursor (PSI-F) 
mRNA, complete cds 

402353 

LIB3431-052-P1-N1-B9 

BLASTX 

gl20661 

264 

3.0e-23 

56 

89 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A, CHLOROPLAST 
PRECURSOR >gi_170237 (M14417) glyceraldehyde-3-phosphate 
dehydrogenase A-subunit precursor [Nicotiana tabacum] 

402354 

LIB3431-052-P1-N1-C11 
BLASTX 



51672 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g6056418 
287 

1.0e-25 

94 

59 

(AC009525) 
thaliana] 



Similar to beta-glucosidases [Arabidopsis 



m 
6 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



402355 

LIB3431-052-P1-N1-C12 

BLASTX 

g3328221 

443 

7.0e-44 

96 

89 

(AF076920) thioredoxin peroxidase [Secale cereale] 
402356 

LIB3431-052-P1-N1-C2 

BLASTX 

g2982456 

312 

2.0e-28 

90 

68 

(AL022223) putative protein [Arabidopsis thaliana] 
402357 

LIB3431-052-P1-N1-C3 

BLASTX 

g2754849 

280 

9.0e-25 

65 

85 

(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] - . . 

402358 

LIB3431-052-P1-N1-C4 

BLASTX . 

g399333 

205 

5.0e-16 

44 

89 

CYSTEINE SYNTHASE, CHLOROPLAST PRECURSOR (O-ACETYLSERINE 
SULFHYDRYLASE) (O-ACETYLSERINE (THIOL) -LYASE) (CSASE) 

>gi_322740_pir A43407 cysteine synthase (EC 4.2.99.8) 

precursor - pepper >gi_17944_emb_CAA4 6086_ (X64 874) 
O-acetylserine (thiol) -lyase [Capsicum annuum] 

402359 

LIB3431-052-P1-N1-C5 

BLASTX 

g4566614 



51673 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



183 

2.0e-13 

42 

81 

(AF112887) actin depolymerizing factor [Populus alba x 
Populus tremula] 

402360 

LIB3431-052-P1-N1-C6 

BLASTX 

g2501190 

282 

6.0e-25 

76 

78 

THIAMINE BIOSYNTHETIC ENZYME 1-2 PRECURSOR 
>gi 2130147 pir S61420 thiamine biosynthetic enzyme thil- 
- maize >gi_596080 (U17351) thiamine biosynthetic enzyme 
[Zea mays] 

402361 

LIB3431-052-P1-N1-C8 

BLASTX 

g5921663 

206 

3.0e-16. 

41 

93 

(AF16227 9) 10-f ormyltetrahydrof olate synthetase 
[Arabidopsis thaliana] 

402362 

LIB3431-052-P1-N1-C9 

BLASTN 

g2739216 

76 

1.0e-34 

84 

98 

Hordeum vulgare L41 ribosomal protein 
402363 

LIB3431-052-P1-N1-D4 

BLASTX 

g347451 

213 

6.0e-17 

68 

68 

(L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 
sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



402364 

LIB3431-052-P1-N1-D5 

BLASTX 

g517500 

217 



51674 



E value 
Match length 
% identity 
NCBI Description 



8.0e-18 

55 
78 

(M87435) precursor of the oxygen evolving complex 17 kDa 

protein [Zea mays] >gi_444338_prf 1906386A photosystem II 

0E17 protein [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402365 

LIB3431-052-P1-N1-D6 

BLASTX 

g671740 

426 

7.0e-42 

77 

100 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



CP 



Seq. No. 


402366 




Seq. ID 


LIB3431-052-P1-N1-D7 




Method 


BLASTX 




NCBI GI 


g4335763 




BLAST score 


167 




E value 


1.0e-ll 




Match length 


75 




% identity 


45 




NCBI Description 


(AC006284) unknown protein [Arabidopsis 


thaliana] 


Seq. No. 


402367 




Seq. ID 


. LIB3431-052-P1-N1-D9 




Method 


BLASTX 




NCBI GI 


g4566614 




BLAST score 


306 




E value 


9.0e-28 




Match length 


69 




% identity 


84 




NCBI Description 


(AF112887) actin depolymerizing factor 


[Populus alba 




Populus tremula] 




Seq. No. 


402368 




Seq. ID 


LIB3431-052-P1-N1-E1 




Method 


BLASTN 




NCBI GI 


g218207 




BLAST score 


295 




E value 


1.0e-165 




Match length 


295 




% identity 


100 




NCBI Description 


Oryza sativa mRNA for the small subunit 


of 




ribulose-1, 5-bisphosphate carboxylase, 


complete cds, 




pOSSS1139 




Seq. No. 


402369 




Seq. ID 


LIB3431-052-P1-N1-E12 




Method 


BLASTX 




NCBI GI 


g3510256 




BLAST score 


298 




E value 


6.0e-27 





51675 



Match length 90 

% identity 52 

NCBI Description (AC005310) unknown protein [Arabidopsis thaliana] 

Seq. No. 402370 

Seq. ID LIB3431-052-P1-N1-E2 

Method BLASTX 

NCBI GI g2947060 

BLAST score 165 

E value 3.0e-ll 

Match length 40 

% identity 78 

NCBI Description (AC002521) putative membrane protein [Arabidopsis thaliana] 



. 0~7 

09 

""5™ 

y s 

e 

fas 

Q 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length* 

% identity 

NCBI Description 



402371 

LIB3431-052-P1-N1-E3 

BLASTX 

g347451 

186 

9.0e-14 

37 
95 

(L22155) 
sativa] 



ribulose 1, 5-bisphosphate carboxylase [Oryza 



402372 

LIB3431-052-P1-N1-E4 

BLASTX 

gll5787 

396 

2.0e-38 

77 

97 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 


402373 


Seq. ID 


LIB3431- 


Method 


BLASTX 


NCBI GI 


gl519253 


BLAST score 


277 


E value 


2.0e-24 


Match length 


58 


% identity 


93 


NCBI Description 


(U65958) 


Seq. No. 


402374 


Seq. ID 


LIB3431- 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


494 


E value 


8.0e-50 


Match length 


110 


% identity 


88 



51676 



NCBI Description 



(AF061577) chlorophyll a/b binding protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402375 

LIB3431-052-P1-N1-E7 

BLASTX 

g671740 

346 

9.0e-33 

76 

84 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402376 

LIB3431-052-P1-N1-E9 

BLASTX 

gll73347 

331 

1.0e-30 

82 

83 

SEDOHEPTULOSE-1, 7-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 
{ SEDOHEPTULOSE-BISPHOSPHATASE ) ( SBPASE ) ( SED (1,7) P2ASE ) 

>gi_100803j?ir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_142 65_emb_CAA4 6507_ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

"NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402377 

LIB3431-052-P1-N1-F10 

BLASTN 

g3789951 

77 

3.0e-35 

245 

82 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 



Seq. ,No. - 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402378 

LIB3431-052-P1-N1-F11 

BLASTX 

g21839 

343 

4.0e-32 

72 

94 

(X57952) phosphoribulokinase [Triticum aestivum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



402379 

LIB3431-052-P1-N1-F12 

BLASTN 

g21838 

36 

1.0e-10 
139 



51677 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 



88 



T.aestivum PRK gene for ribulose-5-phosphate kinase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



402380 

LIB3431-052-P1-N1-F8 

BLASTX 

g2129623 

199 

1.0e-31 

83 

84 

immunophilin FKBP15-2 



Arabidopsis thaliana >gi_1272408 



(U52047) immunophilin [Arabidopsis thaliana] 
402381 

LIB3431-052-P1-N1-F9 

BLASTX 

gll5802 

251 

2.0e-21 

47 

100 

CHLOROPHYLL A-B BINDING PROTEIN 36 PRECURSOR (LHCII TYPE I 

CAB-36) (LHCP) >gi_100311_pir S21827 chlorophyll 

a/b-binding protein (cab-36) - common tobacco 
>gi_19827_emb_CAA41188_ (X58230) chlorophyll a/b binding 
protein [Nicotiana tabacum] 

402382 

LIB3431-052-P1-N1-G1 

BLASTX 

g3126854 

620 

1.0e-64 

121 

97 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
402383 

LIB3431-052-P1-N1-G10 

BLASTX 

g3914466 

242 

1.0e-20 

45 

93 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
(PSI-N) >gi_2981214 (AF052429) photosystem I complex PsaN 
subunit precursor [Zea mays] 

402384 

LIB3431-052-P1-N1-G11 

BLASTX 

g82080 

297 

9.0e-27 
75 



51678 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



79 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_j>rf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

402385 

LIB3431-052-P1-N1-G3 

BLASTX 

g2501190 

470 

5.0e-47 

117 

83 

THIAMINE BIOSYNTHETIC ENZYME 1-2 PRECURSOR 

>gi_2130147j?ir S61420 thiamine biosynthetic enzyme thil-2 

- maize >gi_596080 (U17351) thiamine biosynthetic enzyme 
[Zea mays] 



Seq. No. 


402386 


Seq. ID 


LIB3431-052-P1-N1-G8 


Method 


BLASTN 


NCBI GI 


g21838 


BLAST score 


70 


E value 


5.0e-31 


Match length 


207 


% identity 


85 


NCBI Description 


T.aestivum PRK gene 


Seq. No. 


402387 


Seq. ID 


LIB3431-052-P1-N1-G9 


Method 


BLASTX 


NCBI GI 


g693920 


BLAST score 


403 


E value 


4.0e-39 


Match length 


77 


% identity 


99 


NCBI Description 


(U21113) chlorophyll 




tuberosum] 


Seq. No. 


402388 


Seq. ID 


LIB3431-052-P1-N1-H1 


Method 


BLASTX 


NCBI GI 


gll5787 


BLAST score 


495 


E value 


6.0e-50 


Match length 


98 


% identity 


97 



NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

402389 

LIB3431-052-P1-N1-H10 

BLASTX 

g82080 



51679 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



291 

4.0e-26 

71 

82 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402390 

LIB3431-052-P1-N1-H11 

BLASTX 

gll9194 

270 

9.0e-24 

62 

85 

ELONGATION FACTOR TU, CHLOROPLAST PRECURSOR (EF-TU) 

>gi_81607_pir S09152 translation elongation factor Tu 

precursor, chloroplast - Arabidopsis thaliana 
>gi_22565_emb_CAA36498_ (X52256) elongation factor Tu 
precursor [Arabidopsis thaliana] 

>gi_5738381_emb_CAB45802.2_ (AL080253) translation 
elongation factor EF-Tu precursor, chloroplast [Arabidopsis 

thaliana] >gi_226817 j?rf 1607332A elongation factor Tu 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402391 

LIB3431-052-P1-N1-H2 

BLASTX 

g226263 

158 

1.0e-10 

29 
97 

chlorophyll a/b binding protein [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score. 

E value 

Match length 

% identity 

NCBI Description 



402392 

LIB3431-052-P1-N1-H3 

BLASTX 

g3789954 

237 

7.0e-20 
44 
95 

(AF094776) 
sativa] 



chlorophyll a/b-binding protein precursor [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402393 

LIB3431-052-P1-N1-H5 

BLASTN 

gl4264 

60 

5.0e-25 

100 

90 

T.aestivum gene for sedoheptulose-1, 7-bisphoshatase 



51680 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402394 

LIB3431-052-P1-N1-H7 

BLASTX 

gl31176 

251 

1.0e-21 

48 

98 

PHOTOS YSTEM I REACTION CENTRE SUBUNIT IV PRECURSOR. - 
(PHOTOSYSTEM I 10.8 KD POLYPEPTIDE) (PSI-E) 

>gi_72683_pir F1BH4 * photosystem I chain IV precursor - 

barley >gi_19087_emb_CAA68782_ (Y00966) psa2 preprotein 

-46 to 101) [Hordeum vulgare] >gi_226163_prf 1413233A 

10.8kD photosystem I protein [Hordeum vulgare var. 
distichum] 



(AA 



y = 



m 

3 

b 

m 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402395 

LIB3431-052-P1-N1-H9 

BLASTX 

g3183079 

209 

1.0e-16 

54 

76 

MALATE DEHYDROGENASE, GLYOXYSOMAL PRECURSOR 
>gi_1375075_dbj_BAA12870.1_ (D85763) glyoxysomal malate 
dehydrogenase [Oryza sativa] 



Seq. No. 


402396 


Seq. ID 


LIB3431-053-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


g871931 


BLAST score 


387 


E value 


2.0e-37 


Match length 


78 


% identity 


99 


NCBI Description 


(D30763) ferredoxin [Oryza 


Seq. No. 


402397 


Seq. ID 


LIB3431-053-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


g729479 


BLAST score 


667 


E value 


1.0e-72 


Match length 


147 


% identity 


82 


NCBI Description 


FE RRE DOX IN — NAD P REDUCTASE 




(U14956) ferredoxin NADP+ ; 


Seq. No. 


402398 


Seq. ID 


LIB3431-053-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


gl31225 


BLAST score 


322 


E value 


3.0e-30 


Match length 


71 


% identity 


87 



PRECURSOR (FNR) >gi_551131 



51681 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 

402399 

LIB3431-053-P1-K1-A12 

BLASTX 

g4585882 

638 

8.0e-67 

143 

79 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

402400 

LIB3431-053-P1-K1-A2 

BLASTX 

g2894534 

392 

4.0e-38 

103 

77 

(AJ224 327) aquaporin [Oryza sativa] 
402401 

LIB3431-053-P1-K1-A3 

BLASTX 

g4038699 

198 

3.0e-23 

65 

82 

(AB020947) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
small subunit [Aegilops speltoides] 

402402 

LIB3431-053-P1-K1-A6 

BLASTX 

g417154 

429 

3.0e-42 

135 

63 

HEAT SHOCK PROTEIN 82 >gi_100685_pir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 
>gi_20256_emb_CAA77978_ (Z11920) heat shock protein 82 
(HSP82) [Oryza sativa] 

402403 

LIB3431-053-P1-K1-A7 

BLASTX 

g2407281 

399 

5.0e-39 
81 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

402404 

LIB3431-053-P1-K1-A8 

BLASTX 

g6006848 

570 

7.0e-59 

132 

79 

(AC009540) unknown protein, 5' partial [Arabidopsis 
thaliana] 

402405 

LIB3431-053-P1-K1-B10 

BLASTX 

g-115787 

370 

1.0e-35 

94 

82 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461j?ir S03706 chlorophyll .a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

402406 

LIB3431-053-P1-K1-B11 

BLASTX 

g2407281 

638 

8.0e-67 

124 

94 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



402407 

LIB3431-053-P1-K1-B12 

BLASTX 

g82080 

346 

1.0e-32 

98 

69 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872j?rf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

402408 

LIB3431-053-P1-K1-B2 

BLASTX 

g2499819 

634 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-66 

121 

99 

ASPARTIC PROTEINASE ORYZASIN 1 PRECURSOR 

>gi_2130068_pir S66516 aspartic proteinase 1 precursor - 

rice >gi_1030715_dbj_BAA06876_ (D32165) aspartic protease 
[Oryza sativa] >gi_1711289_dbj_BAA06875_ (D32144) aspartic 
protease [Oryza sativa] 

402409 

LIB3431-053-P1-K1-B3 

BLASTX 

g4982478 

518 

9.0e-53 
136 
71 

(AF069441) 
thaliana] 



putative leucyl tRNA synthetase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor - rice 

type I light-harvesting 



402410 

LIB3431-053-P1-K1-B4 
BLASTX 
g320618 
265 

3.0e-23 
65 
74 

chlorophyll a/b-binding protein I 
>gi__218172__dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

402411 

LIB3431-053-P1-K1-B5 

BLASTX 

gl661160 

246 

2.0e-27 

91 

78 

(U74295) chlorophyll a/b binding protein [Oryza sativa] 
402412 

LIB3431-053-P1-K1-B8 

BLASTX 

g400983 

272 

7.0e-24 

61 

82 

SOS RIBOSOMAL PROTEIN Lll, CHLOROPLAST PRECURSOR (CL11) 

>gi_27 9648_j>ir R5SP11 ribosomal protein Lll precursor - 

spinach >gi_21313_emb_CAA39950_ (X56615) ribosomal protein 
Lll [Spinacia oleracea] 
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o 
£ 



ferf 

Q 



Seq. No. 


402413 


Seq. ID 


LIB3431-053-P1-K1-B9 


Method 


BLASTX 






BLAST score 


319 


E value 


1.0e-29 


Match length 


66 


% identity 


95 


NCBI Description 


(U86018) photosystem : 


Seq. No. 


402414 


Seq. ID 


LIB3431-053-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g5734636 


DLnoi score 


9 Q7 


E value 


8.0e-27 


Match length 


106 


% identity 


50 


NCBI Description 


(AP000391) Similar to 




sativa] 


Seq. No. 


402415 


Seq. ID 


LIB3431-053-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g2130042 . 


BLAST score 


688 


xra 1 no 
J_j V cixuc 




Match length 


149 


% identity 


92 


NCBI Description 


Mg-chelatase chain Xai 




protoporphyrin IX Mg-i 




vulgare] 


Seq. No. 


402416 


Seq. ID 


LIB3431-053-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


gll5772 


BLAST score 


675 


E value 


4.0e-71 


Match length 


136 


% identity 


94 



(AC006232) [Oryza 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN 1 PRECURSOR (LHCII TYPE I 

CAB-1) (LHCP) >gi_824 60_pir S03705 chlorophyll a/b-binding 

protein 1R precursor - rice >gi_20178_emb_CAA32108_ 
(X13908) chlorophyll a/b-binding preprotein (AA -31 to 235) 
[Oryza sativa] 

402417 

LIB3431-053-P1-K1-C2 

BLASTX 

g2072555 

194 

6.0e-15 

52 

73 

(AF001396) metallothionein-like protein [Oryza sativa] 

>gi 6103441 gb_AAF03603 . 1 (AF147786) metallothionein-like 
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protein [Oryza sativa] 



m 

£0 

o 

ai 

a 

fed) 

PI 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



402418 

LIB3431-053-P1-K1-C3 

BLASTX 

gl32105 

638 

1.0e-66 

119 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

402419 

LIB3431-053-P1-K1-C4 

BLASTN 

g6015437 

36 

2.0e-10 

36 

100 

Homo sapiens PEX1 mRNA, complete cds 
402420 

LIB3431-053-P1-K1-C5 

BLASTN 

g6015437 

36 

2.0e-10 

36 

100 

Homo sapiens PEX1 mRNA, 



complete cds 



402421 

LIB3431-053-P1-K1-C6 

BLASTX 

g82734 

812 

4.0e-87 

164 

31 

ubiquitin precursor - maize (fragment) 
>gi_226763j?rf 1604 4 7 OA poly-ubiquitin [Zea mays] 

402422 

LIB3431-053-P1-K1-C8 

BLASTX 

g320618 

455 

2.0e-45 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



102 
84 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 
>gi_227611_prf_1707316A chlorophyll a/b binding protein 1 
[Oryza sativa] 

402423 

LIB3431-053-P1-K1-D10 

BLASTX 

g548605 

488 

3.0e-4 9 

113 

87 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 
>gi_539055_pir_A48527 photosystem I protein psaK precursor 
- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 

402424 

LIB3431-053-P1-K1-D12 

BLASTX 

g3288821 

422 

2.0e-41 

106 

75 

(AF063901) alanine :glyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 
>gi_4733989_gb_AAD28669.1_AC007209_5 (AC007209) 
alanine-glyoxylate aminotransferase [Arabidopsis thaliana] 

402425 

LIB3431-053-P1-K1-D2 
BLASTN 
g585217 
86 

2.0e-40 
130 
46 

Oryza s 
clone : t 



70 



ativa indica(GLA4) genomic DNA, chromosome 4, BAC 
17804 



Seq. No, 



402426 

LIB3431-053-P1-K1-D3 

BLASTX 

g4972052 

372 

1.0e-35 

134 

40 

(AL078470) putative protein [Arabidopsis thaliana] 
402427 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-053-P1-K1-D4 

BLAST N 

gl9094 

33 

3.0e-09 

57 

89 

H.vulgare mRNA PsaN for photosystem I subunit N 
402428 

LIB3431-053-P1-K1-D5 

BLASTN 

gl9094 

44 

7.0e-16 

64 

92 

H.vulgare mRNA PsaN for photosystem I subunit N 
402429 

LIB3431-053-P1-K1-D6 

BLASTX 

gll5787 

616 

3.0e-64 

140 

88 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 

402430 

LIB3431-053-P1-K1-D8 

BLASTX 

g3789952 

364 

6.0e-35 
77 
94 

(AF094775) 
sativa] 



chlorophyll a/b-binding protein presursor [Oryza 



Seq. No. 
Seq. ID 
Method 



402431 

LIB3431-053-P1-K1-D9 

BLASTX 

g5042413 

278 

1.0e-24 

90 

54 

(AC006193) Hypothetical Protein [Arabidopsis thaliana] 
402432 

LIB3431-053-P1-K1-E1 
BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length - 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



g3885891 
171 

2.0e-91 

209 

96 

Oryza sativa photosystem-1 F subunit precursor (PSI-F) 
mRNA, complete cds 

402433 

LIB3431-053-P1-K1-E11 

BLASTX 

g4544390 

364 

1.0e-34 

141 

52 

(AC007047) hypothetical protein [Arabidopsis thaliana] 
402434 

LIB3431-053-P1-K1-E12 

BLASTX 

g2072555 

237 

1.0e-19 
44 

100 " 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_61034 41_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

402435 

LIB3431-053-P1-K1-E2 

BLASTN 

g218209 

66 

2.0e-28 

94 

93 

Oryza sativa mRNA for the small subunit of 
ribulose-l,5-bisphosphate carboxylase, complete cds, clone 
POSSS2106 

402436 

LIB3431-053-P1-K1-E3 

BLASTX 

g2072727 

736 

3.0e-78 

143 

99 

(Y12595) Fd-GOGAT protein [Oryza sativa] 
402437 

LIB3431-053-P1-K1-E4 

BLASTN 

g3821780 

35 
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E value 


7.0e-ll 


Match length 


35 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


402438 


Seq. ID 


LIB3431-053-P1-K1-E5 


Method 


BLASTN 






BLAST score 


35 


E value 


8.0e-ll 


Match length 


35 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


402439 


Seq. ID 


LIB3431-053-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


gl31388 


BLAST score 


403 


E value 


3.0e-39 


Match length 


131 


% identity 


67 


NCBI Description 


OXYGEN-EVOLVING ENHANCER PROTEIN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value - 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_100831_pir S16260 

photosystem II oxygen-evolving complex, protein 1 - common 
wheat x Sanduri wheat >gi_21844_emb_CAA40670_ (X57408) 
33kDa oxygen evolving protein of photosystem II [Triticum 
aestivum] 

402440 

LIB3431-053-P1-K1-E7 

BLASTX 

g4417296 

368 

3.0e-35 

102 

68 

(AC007019) unknown protein [Arabidopsis thaliana] 
>gi_4587592_gb_AAD25820.1_AC007232_10 (AC007232) unknown 
protein [Arabidopsis thaliana] 

402441 

LIB3431-053-P1-K1-E9 

BLASTX 

g3885894 

463 

2.0e-46 

104 

88 

(AF093635) photosystem-1 H subunit GOS5 [Oryza sativa] 
402442 

LIB3431-053-P1-K1-F1 

BLASTX 

g2570511 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



628 

1.0e-65 

121 

98 

(AF022738) chlorophyll a-b binding protein [Oryza sativa] 
402443 

LIB3431-053-P1-K1-F10 

BLASTX 

g2501189 

459 

8.0e-4 6 

124 

74 

THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_213014 6_pir S61419 thiamine biosynthetic enzyme thil- 

- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 

402444 

LIB3431-053-P1-K1-F11 

BLASTX 

g320618 

533 

2.0e-54 

120 

86 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

402445 

LIB3431-053-P1-K1-F2 

BLASTX 

g320618 

597 

6.0e-62 ^ 
132 

86 . 
chlorophyll a/b-binding protein I 

>gi_218172_dbj_BAA00536_ (D00641) _ Jir 

chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611j?rf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 
type I light-harvesting 



402446 

LIB3431-053-P1-K1-F6 

BLASTX 

g6063542 

308 " * ■ 

8.0e-30 

76 

97 

(AP000615) EST C74302 (E30840) corresponds to a region of 
the predicted gene.; similar to glyceraldehyde-3-phosphate 
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dehydrogenase. (M64118) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402447 ■ 

LIB3431-053-P1-K1-F8 

BLASTN 

g4835587 

67 

1.0e-29 

67 

100 

Oryza sativa ONIT4 mRNA for nitrilase-like protein, 
complete cds 

402448 

LIB3431-053-P1-K1-F9 

BLASTX 

g733456 

631 

6.0e-66 

141 

85 

(U23189) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

402449 

LIB3431-053-P1-K1-G1 

BLASTX 

g3047064 

406 

1.0e-39 

143 

57 

(AF058825) contains similarity to peptidyl -prolyl cis-trans 
isomerase (Pfam: pro_isomerase . hmm, score: 23.86 and 28 41 
[Arabidopsis thaliana] 

402450 

LIB3431-053-P1-K1-G10 

BLASTX 

g671740 

338 

2.0e-31 

63 

98 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 

402451 

LIB3431-053-P1-K1-G11 

BLASTX 

gl32105 

653 

2.0e-68 

141 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 
(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_24 07283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 
sativa] >gi_226375_prf_1508256A ribulose bisphosphate 
carboxylase S [Oryza sativa] 

402452 . 

LIB3431-053-P1-K1-G2 

BLASTN 

g20262 

340 

0.0e+00 

340 

100 

0. sativa light-induced mRNA 
402453 

LIB3431-053-P1-K1-G3 

BLASTX 

g3510256 

250 

3.0e-21 

118 
47 

(AC005310) unknown protein [Arabidopsis thaliana] 
402454 

LIB3431-053-P1-K1-G4 

BLASTX 

gl32105 

525 

1.0e-53 

117 

85 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 . 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208__dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

402455 

LIB3431-053-P1-K1-G5 

BLASTX 

gl32105 

313 

6.0e-29 

80 

80 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT. C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) . ' 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375jprf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

402456 

LIB3431-053-P1-K1-G7 

BLASTX 

g2735017 

523 

3.0e-53 

155 

63 

(U82481) KI domain interacting kinase 1 [Zea mays] 
402457 

LIB3431-053-P1-K1-G9 

BLASTX 

g82080 

535 

1.0e-54 

148 

69 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_j>rf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

402458 

LIB3431-053-P1-K1-H10 

BLASTX 

gl32105 

541 

2.0e-55 

121 

85 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi__68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_j>rf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

402459 

LIB3431-053-P1-K1-H11 

BLAST N 

g4680178 

84 

3.0e-39 

129 ' 
90 

Oryza sativa subsp. indica Retrosat 1 retrotransposon and 
Ty3-Gypsy type Retrosat 2 retrotransposon, complete 
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sequences; and unknown genes 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402460 

LIB3431-053-P1-K1-H2 

BLASTX 

g733454 

357 

6.0e-34 

101 

72 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

402461 

LIB3431-053-P1-K1-H3 

BLASTX 

g4582459 

329 

1.0e-30 

98 

63 

(AC007071) putative RanBP7 /import in protein [Arabidopsis 
thaliana] 

402462 

LIB3431-053-P1-K1-H6 

BLASTN 

g2570496 

118 

1.0e-59 

126 
98 

Oryza sativa H protein subunit of glycine decarboxylase 
mRNA, complete cds 

402463 

LIB3431-053-P1-K1-H7 

BLASTX 

g5442410 

380 

2.0e-36 

133 

58 

(AF159254) ascorbate peroxidase [Zantedeschia aethiopica] 
402464 

LIB3431-053-P1-K1-H8 

BLASTX 

g2407281 

661 

2.0e-69 

129 

94 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



Seq. No. 



402465 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-053-P1-K1-H9 

BLASTX 

g3789952 

469 

4.0e-47 

107 

87 

(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 

402466 

LIB3431-053-P1-N1-A1 

BLASTN 

g218209 

214 

1.0e-117 

302 

93 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

pOSSS2106 

402467 

LIB3431-053-P1-N1-A10 

BLASTX 

g729477 

498 

3.0e-50 

110 

84 

FERREDOXIN — NADP REDUCTASE PRECURSOR ( FNR) 

>gi__320548_pir A44974 ferredoxin — NADP+ reductase (EC 

1.18.1.2) precursor - common ice plant >gi_167256 (M25528) 
ferredoxin-NADP+ reductase precursor (fnrA; EC 1.6.7.1) 

[Mesembryanthemum crystallinum] >gi_22 67 68_prf 1604 4 7 5A 

ferredoxin NADP reductase [Mesembryanthemum crystallinum] 

402468 

LIB3431-053-P1-N1-A11 

BLASTX 

gl31225 

179 

4.0e-13 

48 

69 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M6114 6) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



402469 

LIB3431-053-P1-N1-A12 

BLASTX 

gll5813 

211 

8.0e-25 
82 



51696 



% identity 

NCBI Description 



74 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB- 8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 



Seq. No. 


402470 


Seq. ID 


LIB3431-053-P1-N1-A2 


Method 


BLASTX 


NCBI GI 


g2696804 


BLAST score 


309 


E value 


1.0e-44 


Match length 


95 


% identity 


91 


NCBI Description 


(AB009665) water channel protein 


Seq. No. 


402471 


Seq. ID 


LIB3431-053-P1-N1-A3 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


354 


E value 


1.0e-40 


Match length 


83 


% identity 


100 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

402472 

LIB3431-053-P1-N1-A6 

BLASTX 

g417154 

302 

7.0e-41 
109 

85 * -.. . 

HEAT SHOCK PROTEIN 82 >gi_100685_pir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 
>gi_20256_emb_CAA77978_ (Z11920) heat shock protein 82 
(HSP82) [Oryza sativa] 

402473 

LIB3431-053-P1-N1-A7 

BLASTX 

g671740 

202 

9.0e-16 

38 

100 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402474 

LIB3431-053-P1-N1-A9 

BLASTX 

g2407281 

266 

2.0e-23 

67 

75 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Ofyza sativa] 



fj! 
65 



0 s ! 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402475 

LIB3431-053-P1-N1-B10 

BLASTX 

g3036942 

181 

3.0e-13 

37 

89 

(AB012 636) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

402476 

LIB34 31-053-P1-N1-B11 

BLASTX 

g347451 

229 

9.0e-19 

48 

92 

(L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 
sativa] 

402477 

LIB3431-053-P1-N1-B12 

BLASTX 

gll5813 

212 

8.0e-17 

75 

61 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III - 
CAB- 8) >gi_19182_einb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

402478 

LIB3431-053-P1-N1-B2 

BLASTX 

g2499819 

215 

1.0e-30 

73 

86 

ASPARTIC PROTEINASE ORYZASIN 1 PRECURSOR 

>gi_2130068_pir S66516 aspartic proteinase 1 precursor - 

rice >gi_1030715_dbj_BAA06876_ (D32165) aspartic protease 
[Oryza sativa] >gi_1711289_dbj_BAA06875_ (D32144) aspartic 
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protease [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402479 

LIB3431-053-P1-N1-B3 

BLASTX 

g4982478 

168 

1.0e-ll 

47 

68 

(AF069441) putative leucyl tRNA synthetase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402480 

LIB3431-053-P1-N1-B4 

BLASTX 

g421916 

237 

5.0e-20 

49 

90 

chlorophyll a/b-binding protein - English ivy (fragment) 
>gi_12582_emb_CAA48410_ (X68333) light harvesting 
chlorophyll a /b binding protein [Hedera helix] 

402481 

LIB3431-053-P1-N1-B8 

BLASTX 

g400983 

250 

3.0e-21 

70 

69 

SOS RIBOSOMAL PROTEIN Lll, CHLOROPLAST PRECURSOR (CL11) 

>gi_279648_pir R5SP11 ribosomal protein Lll precursor - 

spinach >gi_21313_emb_CAA39950_ (X56615) ribosomal protein 
Lll [Spinacia oleracea] 

402482 

LIB3431-053-P1-N1-B9 

BLASTX 

gl835731 

230 

5.0e-19 

55 

82 

(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 
402483 

LIB3431-053-P1-N1-C10 

BLASTX 

g687677 

235 

1.0e-19 

51 

88 

(U19925) unknown [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402484 

LIB3431-053-P1-N1-C11 

BLASTX 

g2130042 

317 

3.0e-32 

100 

75 

Mg-chelatase chain Xantha-f - barley >gi_861199 (U26916) 
protoporphyrin IX Mg-chelatase subunit precursor [Hordeum 
vulgare] 

402485 

LIB3431-053-P1-N1-C12 

BLASTX 

g2645999 

219 

8.0e-18 

56 

73 

(AF034631) chlorophyll a/b binding protein of LHCII type I 
precursor [Panax ginseng] 

402486 

LIB3431-053-P1-N1-C2 

BLASTX 

g2072555 

217 

2.0e-17 

44 

93 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

402487 

LIB3431-053-P1-N1-C3 

BLASTX 

g671740 

245 

1.0e-20 

49 
96 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 

402488 

LIB3431-053-P1-N1-C5 

BLASTX 

gl835731 

459 

1.0e-45 

102 

86 

(U8 6018) photosystem II 10 kDa polypeptide [Oryza sativa] 
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Seq. No. 


402489 


Seq. ID 


LIB3431-053-P1-N1-C6 


Method 


BLASTX 


NCBI GI 


gl70354 


BLAST score 


422 


E value 


2.0e-41 


Match length 


85 


% identity 


21 


NCBI Description 


(M74156) pentameric polyubiquitin [Nicotiana sylvestris] 


Seq. No. 


402490 


Seq. ID 


LIB3431-053-P1-N1-C8 


Method 


BLASTX 


NCBI GI 


g289920 


BLAST score 


319 


E value 


2.0e-29 


Match length 


61 


% identity 


100 


NCBI Description 


(L07119) chlorophyll A/B binding protein [Gossypium 




hirsutum] 


Seq. No. 


402491 


Seq. ID 


LIB3431-053-P1-N1-D10 


Method 


BLAST N 


NCBI GI 


g304219 


BLAST score 


52 


E value 


2.0e-20 


Match length 


80 


% identity 


91 


NCBI Description 


Hordeum vulgare chloroplast photosystem I PSK-I subunit 




inRNA, complete cds 


Seq. No. 


402492 


Seq. ID 


LIB3431-053-P1-N1-D12 


Method 


BLASTX 


NCBI GI 


g2754849 


BLAST score 


192 


E value 


2.0e-29 


Match length 


74 


% identity 


85 


NCBI Description 


(AF039000) putative serine-glyoxylate aminotransferase 




[Fritillaria agrestis] 


Seq. No. 


402493 


Seq. ID 


LIB3431-053-P1-N1-D8 


Method 


BLASTX 


NCBI GI 


g3789952 




196 


E value 


7.0e-15 


Match length 


39 


% identity 


95 


NCBI Description' 


(AF094775) chlorophyll a/b-binding protein presursor [Or 




sativa] 


Seq. No. 


402494 


Seq. ID 


LIB3431-053-P1-N1-E1 


Method 


BLASTX 
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NPRT 


a3885892 


BliAST score 


302 


E value 


2.0e-27 


Match length 


61 


% identity 


95 


NCBI Description 


(AF093634) photosystem-1 F subui 


Seq. No. 


402495 


Seq. ID 


LIB3431-053-P1-N1-E10 


Method 


BLASTX 


NCBI GI 


g5734636 


DTA Cf crnrp 




E value 


6.0e-16 


Match length 


87 


% identity 


49 


NCBI Description 


(AP000391) Similar to putative : 




sativa] 


Seq. No. 


402496 


Seq. ID 


LIB3431-053-P1-N1-E11 


Method 


BLASTX 


MPRT (11 

V* \^ LJ J» w J. 


a4544390 


BLAST score 


188 


E value 


6.0e-14 


Match length 


62 


% identity 


50 


NCBI Description 


(AC007047) hypothetical protein 


Seq. No. 


402497 


Seq. ID 


LIB3431-053-P1-N1-E2 


Method 


BLASTN 


NCBI GI 


g218209 


BLAST score 


58 


E value 


1.0e-23 


Match length 


94 


% identity 


90 


NCBI Description 


Oryza sativa mRNA for the small 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 
pOSSS2106 

402498 

LIB3431-053-P1-N1-E3 

BLASTN 

g2072726 

460 

0.0e+00 

491 

99 

0. sativa mRNA for Fd-GOGAT, partial, clone 0sGog2 
402499 

LIB3'431-053-Pl-Nl-E6 

BLASTX 

g482311 

420 

4.0e-41 
84 
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% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



99 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 

402500' 

LIB3431-053-P1-N1-E7 

BLASTX 

g4417296 



BLAST score 


163 


E value 


5.0e-22 


L id L>^11 1C11U L. 1 X 


78 


% identity 


59 


NCBI Description 


(AC007019) unknown protein [Arabidopsis thaliana] 




>gi_4587592_gb_AAD25820.1_AC007232_10 (AC007232) unknown 




protein [Arabidopsis thaliana] 


Seq. No. 


402501 


Seq. ID 


LIB3431-053-P1-N1-E9 


Method 


BLASTX 


NCBI GI 


g3885894 


DJjriu 1 otUlc 




E value 


2.0e-38 


Match length 


113 


% identity 


77 


NCBI Description 


(AF093635) photosystem-1 H subunit. GOS5 [Oryza sativa] 


Seq. No. 


402502 


Seq. ID 


LIB3431-053-P1-N1-F1 


Method 


BLASTX 


NCBI GI 


g2570511 


BLAST score 


163 


E value 


3.0e-22 


Match length 


67 


% identity 


78 


NCBI Description 


(AF022738) chlorophyll a-b binding protein [Oryza sativa; 


Seq. No. 


402503 


Seq. ID 


LIB343i-053-Pl-Nl-F10 


Method 


BLASTX 


NCBI GL . 


g2501190 


BLAST score 


167 


E value 


6.0e-19 


Match length 


78 


% identity 


71 


NCBI Description 


THIAMINE BIOSYNTHETIC ENZYME 1-2 PRECURSOR 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



>gi_2130147_pir S61420 thiamine biosynthetic enzyme thil-2 

- maize >gi_596080 (U17351) thiamine biosynthetic enzyme 
[Zea mays] 

402504 

LIB3431-053-P1-N1-F11 

BLASTX 

gl!5787 

471 

4.0e-47 
106 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



89 ' 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_824 61jpir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 

402505 

LIB3431-053-P1-N1-F2 

BLASTX 

g3036949 

254 

1.0e-21 

49 

98 

(AB012638) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

402506 

LIB34.31-053-P1-N1-F3 

BLASTX 

gl34034 

250 

3.0e-21 

87 

56 

30S RIBOSOMAL PROTEIN S30, CHLOROPLAST PRECURSOR (CS-S5) 
(CSS) (S22) (RIBOSOMAL PROTEIN 1) (PSRP-1) 

>gi_27 9640j?ir R3SPS5 ribosomal protein CS-S22 precursor, 

chloroplast - spinach >gi_12316_emb_CAA41960_ (X59270) 
chloroplast ribosomal protein S22 [Spinacia oleracea] 
>gi_18031_emb_CAA33403_ (X15344) spinach S22 r-protein 
[Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402507 

LIB3431-053-P1-N1-F4 

BLASTN 

g483443 

79 

3.0e-36 

154 

90 

Z.mays IBP2 mRNA for initiator-binding protein 



402508 

LIB3431-053-P1-N1-F5 

BLASTX 

g671740 

294 

2.0e-26 

56 

100 

(X84730) ribulose-bisphosphate carboxylase 
construct] 



[synthetic 



Seq. No. 
Seq. ID 



402509 

LIB3431-053-P1-N1-F6 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g6063542 

198 

7.0e-16 

45 

98 

(AP000615) EST C74302 (E30840 ) corresponds to a region of 
the predicted gene.; similar to glyceraldehyde-3-phosphate 
* dehydrogenase. (M64118) [Oryza sativa] 

402510 

LIB3431-053-P1-N1-F8 

BLASTN 

g4835587 

154 

6.0e-81 

166 
99 

Oryza sativa ONIT4 mRNA for nitrilase-like protein, 
complete cds 

402511 . 

LIB3431-053-P1-N1-F9 

BLASTX 

g733454 ■ 

240 

2.0e-37 

90 

92 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

402512 

LIB3431-053-P1-N1-G1 

BLASTX 

g3047064 

374 

9.0e-36 

90 

73 

(AF058825) contains similarity to peptidyl-prolyl cis-trans 
isomerase (Pfam: pro_isomerase.hmm, score: 23.86 and 28.41 
[Arabidopsis thaliana] 

402513 

LIB3431-053-P1-N1-G10 

BLASTX 

gl32105 

156 

1.0e-16 

47 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small t subunit of ribulose-1 , 5-bisphosphate 
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carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


402514 


Seq. ID 


LIB3431-053-P1-N1-G11 


- Method 


BLASTX 


NCBI GI 


g671740 


BLAST score 


443 


E value 


7.0e-44 


Match length 


86 


% identity 


94 


NCBI Description 


(X84730) ribulose-bisphosphate carboxylase [synthetic 




construci j 


Seq. No. 


402515 


Seq. ID 


LIB3431-053-P1-N1-G12 


Method 


BLASTX 


NCBI GI 


g5107149 


BLAST score 


309 


E value 


4.0e-28 


Match length 


84 


% identity 


75 


jnudi Description 


(AFloUUoU) small zinc ringer-like protein [Oryza sativa 


Seq. No. 


402516 


Seq. ID 


LIB3431-053-P1-N1-G2 


Method 


BLASTN 


NCBI GI 


g20262 


BLAST score 


147 


E value 


9.0e-77 


Match length 


174 


% identity 


97 


jncdi Description 


0. sativa light-induced mRNA 


Seq. No. 


402517 


Seq. ID 


LIB3431-053-P1-N1-G3 


Method 


BLASTX 


NCBI GI 


g3510256 


BLAST score 


266 


E value 


4.0e-23 


Match length 


89 


% identity 


56 


NCBI Description 


(AC005310) unknown protein [Arabidopsis thaliana] 


Seq. No. 


402518 


Seq. ID 


LIB3431-053-P1-N1-G4 


Method 


BLASTX 


NCBI GI 


g347451 


BLAST score 


207 


E value 


2.0e-16 


Match length 


48 


% identity 


88 


NCBI Description 


(L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 




sativa] 
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us 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402519 

LIB3431-053-P1-N1-G5 

BLASTX 

g453059l' 

483 

2.0e-48 

116 

74 

(AF132475) heme oxygenase 1 [Arabidopsis thaliana] 
>gi_4530593_gb_AAD22108.1_ (AF132476) heme oxygenase 1 
[Arabidopsis thaliana] >gi_4877362_dbj_BAA77758 . 1_ 
(AB021857) plastid heme oxygenase [Arabidopsis thaliana] 
>gi_4877397_dbj_BAA77759.1_ (AB021858) plastid heme 
oxygenase [Arabidopsis thaliana] >gi_4883666_gb_AAB95301 . 2 
(AC003105) heme oxygenase 1 (HOI) [Arabidopsis thaliana] 

402520 

LIB3431-053-P1-N1-G9 

BLASTX 

gll5813 

257 

2.0e-35 

95 

83 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB- 8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

402521 

LIB3431-053-P1-N1-H10 

BLASTX 

g671740 

486 

7.0e-49 

88 

100 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] . . 

402522 ' 

LIB3431-053-P1-N1-H12 

BLASTX 

g2384956 

275 

1.0e-25 

149 

43 

(AF022985) No definition line found [Caenorhabditis 
elegans] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



402523 

LIB3431-053-P1-N1-H2 

BLASTX 

g733454 

310 

6.0e-45 

102 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value . 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



94 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

402524 

LIB3431-053-P1-N1-H5 

BLASTX 

gl31225 

318 - 

3.0e-37 

101 

81 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M6114 6) photosystem I 
hydrophobic protein [Hordeum vulgare] 

402525 

LIB3431-053-P1-N1-H6 

BLASTX 

g2499417 

327 - 

2.0e-30 

78 

79 - . 

GLYCINE CLEAVAGE SYSTEM H PROTEIN PRECURSOR 

>gi_1085826_pir S4 9248 H-protein - -Flaveria anomala 

>gi_547558_emb_CAA85761_ (Z37524) H-protein [Flaveria 
anomala] 



Seq. No. 


402526 


Seq. ID 


LIB3431-053-P1-N1-H7 


Method 


BLASTX 


NCBI GI 


g5442410 


BLAST score 


157 


E value 


1.0e-15 


Match length 


109 


% identity 


43 


NCBI Description 


(AF159254) ascorbate ] 


Seq. No. 


402527 


Seq. ID 


LIB3431-053-P1-N1-H8 


Method 


BLASTX 


NCBI GI 


gl32081 


BLAST score 


170 


E value 


2.0e-15 


Match length 


53 


% identity 


84 


NCBI Description 


RIBULOSE BISPHOSPHATE 



Seq. No. 
Seq. ID 
Method 



(RUBISCO SMALL SUBUNIT) >gi_68093_pir RKRZS 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - rice >gi_20341_emb_CAA30393_ (X07515) ribulose 
bisphosphate carboxylase [Oryza sativa] 

402528 

LIB3431-053-P1-N1-H9 
BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3789951 
102 

6.0e-50 

212 

87 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

402529 

LIB3431-054-P1-K1-A10 

BLASTX 

g3913426 

784 

8.0e-84 

164 

87 

S - ADENO S YLME T H I ON I NE DECARBOXYLASE PROENZYME (ADOMETDC) 
(SAMDC) >gi_1532048_emb_CAA69074_ (Y07766) . 
S-adenosylmethionine decarboxylase [Oryza sativa] 

402530 

LIB3431-054-P1-K1-A12 

BLASTX 

gl00880 - 

282 

2.0e-25 

86 

71 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) A, chloroplast - maize 

402531 

LIB3431-054-P1-K1-A3 

BLASTX 

g!173347 

591 

2.0e-61 

115 
93 

SEDOHEPTULOSE-l,7-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 
( SEDOHEPTULOSE-BISPHOSPHATASE ) ( SBPASE ) ( SED (1,7) P2ASE ) 

>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_142 65_emb_CAA4 6507_ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 

aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402532 

LIB3431-054-P1-K1-A4 

BLASTN 

g3241924 

45 

5.0e-16 

185 

81 

Arabidopsis thaliana genomic DNA, 
MNC6, complete sequence 



chromosome 5, PI clone 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method > 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



402533 

LIB3431-054-P1-K1-A8 

BLASTX 

g320618 

373 

7.0e-36 

91 

78 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light -harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 
>gi_227611_prf_1707316A chlorophyll a/b binding protein 1 
[Oryza sativa] 

402534 

LIB3431-054-P1-K1-B10 

BLASTX 

g4972093 

466 

l 6 0e-46 

125 

70 

(AL0784 68) putative protein [Arabidopsis thaliana]. 
402535 

LIB3431-054-P1-K1-B11 

BLASTX 

g2072555 

237 

1.0e-19 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

402536 

LIB3431-054-P1-K1-B12 

BLASTX 

gl32105 

717 

6.0e-76 

152 

89 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj BAA00538 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 
sativa] >gi_226375_prf_1508256A ribulose bisphosphate 
carboxylase S [Oryza sativa] 

402537 

LIB3431-054-P1-K1-B2 
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B 

m 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI... 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 



BLASTX 
g2435519 
.388 

2.0e-37 

117 

64 

(AF024504) similar to mouse MEM3 (GB:U47024 and S. 
cerevisiae vacuolar sorting protein 35 (SW;P34110) 
[Arabidopsis thaliana] 

402538 

LIB3431-054-P1-K1-B3 

BLASTX 

g461812 

245 

1.0e-20 

94 

45 

CYTOCHROME P450 72A1 (CYPLXXII) (PROBABLE 

GERANIOL- 10 -HYDROXYLASE) (GE10H) >gi_167484 (L10081) 

Cytochrome P-450 protein [Catharanthus roseus] 

>gi_445604_prf 1909351A cytochrome P450 [Catharanthus 

roseus] 

402539 

LIB3431-054-P1-K1-B4 ■ 

BLASTX 

g3126854 

629 

9.0e-66 

126 

94 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
402540 

LIB3431-054-P1-K1-B6 

BLASTX 

g2894534 

561 

8.0e-58 

124 

88 

(AJ224327) aquaporin [Oryza sativa] 
402541 

LIB3431-054-P1-K1-B7 

BLASTX 

g3024871 

216 

3.0e-17 

160 
34 

HYPOTHETICAL 77.3 KD PROTEIN SLL0005 

>gi_1001579_dbj_BAA10206_ (D64000) ABCl-like [Synechocystis 
sp.] 

402542 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 



LIB3431-054-P1-K1-B8 

BLASTX 

g3913018 

681 

6.0e-72 

136 

99 

FRUCTOSE-BIS PHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
(ALDP) >gi_218155_dbj_BAA02730_ (D13513) chloroplastic 
aldolase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402543 

LIB3431-054-P1-K1-B9 

BLASTX 

g3789954 

336 

2.0e-31 

63 

98 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 



Seq. No. 
Seq. ID 
Method 



402544 

LIB3431-054-P1-K1-C1 
BLASTX 



NCBI GI 


gl67097 


BLAST score 


151 


E value 


1.0e-21 


Match length 


64 


% identity 


84 


NCBI Description 


(M55449) ribulose 1, 5-bisphosphate carboxylase ; 




[Hordeum vulgare] 


Seq. No. 


402545 


Seq. ID 


LIB3431-054-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


gl653935 


BLAST score 


182 


E value 


3.0e-13 


Match length 


64 


% identity 


56 


NCBI Description 


(D90917) hypothetical protein [Synechocystis sp 


Seq. No. 


402546 


Seq. ID 


LIB3431-054-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g2651310 


BLAST score 


375 


E value 


7.0e-36 


Match length 


148 


% identity 


53 


NCBI Description 


(AC002336) putative PTR2-B peptide transporter 




thaliana] 


Seq. No. 


402547 


Seq. ID 


LIB3431-054-P1-K1-C12 


Method 


BLASTX 
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NCBI GI 


g3927827 


BLAST score 


195 


E value 


7 . Oe-15 


Match length 


115 


% identity 


42 


NCBI Description 


(AC005727) osmotin-like 




thaliana 1 


Seq. No. 


402548 


Seq. ID 


LIB3431-054-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g2306981 


BLAST score 


441 


E value 


9.0e-44 


Match length 


125 


% identity 


74 


NCBI Description 


(AF010321) Dho1-o<?v<5l-pTTi 


Seq, No. . 


402549 


Seq. ID 


LIB3431-054-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g417260 


BLAST score 


421 


E value 


2.0e-41 


Match length 


128 


% identity 


66 


NCBI Description 


LIGHT REGULATED PROTEIN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 

402550 

LIB3431-054-P1-K1-C4 

BLASTN 

g3885891 

245 

1.0e-135 

245 

100 

Oryza sativa phot osys tern- 1 F subunit precursor (PSI-F) 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



402551 

LIB3431-054-P1-K1-C5 

BLASTX 

g2832672 

160 

1.0e-10 

33 
97 

(AL021712) nifU-like protein [Arabidopsis thaliana] 
402552 

LIB3431-054-P1-K1-C6 

BLASTN 

gl835730 

120 

5.0e-61 
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Match length 


176 


% identity 


92 


NCBI Description 


Oryza sativa photosystem II 




complete cds 


Seq. No. 


402553 


Seq. ID 


LIB3431-054-P1-K1-C7 


Method 


BLASTX 


:NCBI GI 


g2924520 


BLAST score 


609 


E value 


3.0e-63 


Match length 


159 


% identity 


72 


NCBI Description 


(AL022023) plasma membrane 




[Arabidopsis thaliana] 


Seq. No. 


402554 


Seq. ID 


LIB3431-054-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


g3789954 


BLAST score 


628 


E value 


1.0e-65 


Match length 


159 


% identity 


75 


NCBI Description 


(AF094776) chlorophyll a/b-: 


- 


sativa] 


Seq. No. 


402555 


Seq. ID 


LIB3431-054-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 


E value 


1. Oe-19 


Match length 


44 


% identity 


100 


NCBI Description 


(AF001396) metallothionein- 




>gi_6 10344 l_gb_AAF0 3 6 0 3 . 1_ 




protein [Oryza sativa] 


Seq. No. 


402556 


Seq. ID 


LIB3431-054-P1-K1-D1 - 


Method 


BLASTN 


NCBI GI 


g2677829 


BLAST score 


133 


E value 


2.0e-68 


Match length 


341 


% identity 


85 


NCBI Description 


Prunus armeniaca ribosomal ] 


Seq. No. 


402557 


Seq. ID 


LIB3431-054-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


gl778095 


BLAST score 


452 


E value 


4.0e-45 


Match length 


122 


% identity 


71 



(SIMIP) 



(AF147786) metallothionein-like 
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NCBI Description 


(U64903) putative sugar transporter; member of major 






facilitative superfamily; integral membrane protein [Beta 






vulgaris] 




Seq. No. 


402558 




Seq. ID 


LIB3431-054-P1-K1-D2 




, Method 


BLASTN 




NCBI bl 


gftioozoy 




BLAST score 


192 




E value 


1.0e-104 




Match length 


251 




% identity 


94 




NCBI Description 


Oryza sativa mRNA for thioredoxin M 




Seq. No. 


402559 




Seq. ID 


LIB3431-054-P1-K1-D3 




Method 


BLASTX 




NCBI GI 


gll5796 


o 


BLAST score 


571 


•',0 


E value 


1.0e-64 




Match length 


121 


ATI. 


% identity 


98 




NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN PRECURSOR (LHCII TYPE I 






CAB) (LHCP) >gi_218174_dbj_BAA00537_ (D00642) type II 


□ 




light-harvesting chlorophyll a/b-binding protein [Oryza 






sativa] 


fir* 


Seq. No. 


402560 


S 


Seq. ID 


LIB3431-054-P1-K1-D4 




Method 


BLASTX 


o 


XT /-i T) T /"» T 

NCBI GI 


gJU / b4oo 


Li; 


BLAST score 


518 


: 

D 


E value 


1.0e-52 




Match length 


117 




% identity 


85 : 


Q 


NCBI Description 


(AF058796) chlorophyll a/b-binding protein [Oryza sativa] 




Seq. No. 


402561 




Seq. ID 


LIB3431-054-P1-K1-D5 




Method 


BLASTX 




NCBI GI 


g3789948 




BLAST score 


709 




E value 


5.0e-75 




Match length 


149 




% identity 


91 




NCBI Description 


(AF094773) translation initiation factor 5A [Oryza sativa] 

- 




Seq. No. 


402562 




Seq. ID 


LIB3431-054-P1-K1-D7 




Method 


BLASTX 




NCBI GI 


g4239845 




BLAST score 


205 




E value 


6.0e-16 




Match length 


113 




% identity 


42 




NCBI Description 


(AB015855) transcription factor TEIL [Nicotiana tabacum] 



51715 



p 



Ms 



u 

|=S!t 

d 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402563 

LIB3431-054-P1-K1-D8 

BLASTX 

g2191138 

152 

8.0e-10 

108 

41 

(AF007269) 
thaliana] 



A IG002N01.18 gene product [Arabidopsis 



402564 

LIB3431-054-P1-K1-D9 

BLASTX 

g3776005 

746 

2.0e-79 

163 

89 

(AJ010466) RNA helicase [Arabidopsis thaliana] 



402565 

LIB34 31-054-P1-K1-E2 

BLASTX 

g4205079- 

436 

4.0e-43 

154 

55 

(U70425) ankyrin repeat-containing protein 2 
thaliana] 



[Arabidopsis 



precursor - rice 

type I light-harvesting 



402566 

LIB3431-054-P1-K1-E3 
BLASTX 
g320618 
380 

7.0e-37 
96 
84 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611j?rf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

402567 

LIB3431-054-P1-K1-E4 

BLASTX 

gl928981 

337 . 

1.0e-31 

107 

59 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 
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Seq. No. 


402568 


Seq. ID 


LIB3431-054-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 


E value 


1 . Oe-19 


Match length 


44 


% identity 


100 


NCBI Description 


(AF001396) metallothionein-like protein [Oryza sativa] 




>gi_61034 41_gb_AAF03603.1_ (AF147786) metallothionein-lik 




protein [Oryza sativa] 


Seq. No. 


402569 


Seq. ID 


LIB3431-054-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


g3075488 


BLAST score 


749 


E value 


1.0e-79 


Match length 


143 


% identity 


100 


NCBI Description 


(AF058796) chlorophyll a/b-binding protein [Oryza sativa] 


Seq. No. 


402570 


Seq. ID 


LIB3431-054-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


"g2760834 


BLAST score 


422 


E value 


2.0e-41 


Match length 


122 


% identity 


67 


NCBI Description 


(AC003105) putative nitrate transporter [Arabidopsis 




thaliana] 


Seq. No. 


402571 


Seq. ID 


: LIB3431-054-P1-K1-F12 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 


E value 


9 . Oe-20 


Match length 


44 


% identity 


100 


NCBI Description 


(AF001396) metallothionein-like protein [Oryza sativa] 




>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-lik< 




protein [Oryza sativa] 


Seq. No. 


402572 


Seq. ID 


LIB3431-054-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


g2407281 


BLAST score 


632 


E value 


4.0e-66 


Match length 


121 


% identity 


98 


NCBI Description 


(AF017363) ribulose 1, 5-bisphosphate carboxylase small 




subunit [Oryza sativa] 



Seq. No. 402573 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-054-P1-K1-F3 

BLASTX 

gll5815 

454 

1.0e-45 

84 - 
99 

CHLOROPHYLL A-B BINDING PROTEIN M9 PRECURSOR (LHCII TYPE I 

CAB-M9) (LHCP) >gi_100866_pir S13098 chlorophyll 

a/b-binding protein precursor - maize 
>gi_22355_emb_CAA39376_ (X558 92) light-harvesting 
chlorophyll a/b binding protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402574 

LIB3431-054-P1-K1-F4 

BLASTX 

g3345477 

404 

2.0e-39 

127 

64 

(AB016283) carbonic anhydrase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402575 

LIB3431-054-P1-K1-F7 

BLASTX 

g417260 

421 

3.0e-41 

128 

66 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 



Seq. No. 


402576 


Seq. ID 


LIB3431-054-P1-K1- 


Method 


BLASTX 


NCBI GI 


g3885886 


BLAST score 


710 


E value 


3.0e-75 


Match length 


138 


% identity 


100 


NCBI Description 


(AF093631) Rieske 


Seq. No. 


402577 


Seq. ID 


LIB3431-054-P1-K1-I 


Method 


BLASTX 


NCBI GI 


gl071913 


BLAST score 


367 


E value 


6.0e-35 


Match length 


120 


% identity 


62 


NCBI Description 


cysteine synthase 



(EC 4.2.99.8) C precursor, mitochondrial 
spinach >gi_1066153_dbj J3AA07177_ (D37963) cysteine 
synthase [Spinacia oleracea] 
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s 



Seq. No. 


402578 


Seq. ID 


LIB3431-054-P1-K1-G11 


Method 


BLASTX 




g o to i j^i 


BLAST score 


567 


E value 


2.0e-58 


Match length 


169 


% identity 


58 


N.CBI Description 


(AC005167) unknown protein 


Seq. No. 


402579 


Seq. ID 


LIB3431-054-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g3789954 


BLAST score 


CCA 


E value 


1.0e-56 


Match length 


122 


% identity 


93 


NCBI Description 


(AF094776) chlorophyll a/b-] 




sativa] 


Seq. No. 


402580 


Seq. ID 


LIB3431-054-P1-K1-G4 


Method 


BLASTX 


NCBI Gl 


—.-1 TrtTCCl 

gl / u / bo / 


BLAST score 


538 


E value 


5.0e-55 


Match length 


167 


% identity 


62 


NCBI Description 


(Z71640) DnaJ homologue [Pi 


Seq. No. 


402581 


Seq. ID 


LIB3431-054-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 


E value 


i . ue-iy 


Match length 


44 


% identity 


100 


NCBI Description 


(AF001396) metallothionein- 




>gi_6 1 0 3 4 4 l_gb_AAF0 3 6 0 3 . 1_ 




protein [Oryza sativa] 


Seq. No. 


402582 


Seq. ID 


LIB3431-054-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g729478 


BLAST score 


794 


E value 


5.0e-85 


Match length 


153 


% identity 


98 


NCBI Description 


FERREDOXIN — NADP REDUCTASE, 



>gi_442481_dbj_BAA04616_ (D17790) f erredoxin-NADP+ 
reductase [Oryza sativa] >gi_6069649_dbj_BAA85425 . 1_ 
(AP000616) ESTs AU078647 (E1557) , C72400 (E1557 ) correspond to 
a region of the predicted gene.; similar to 
ferredoxin-NADP+ reductase (D17790) [Oryza sativa] 
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if! 



y 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402583 

LIB3431-054-P1-K1-H1 

BLASTX 

g3912968 

172 

3.0e-12 

123 

30 

ALPHA-ADAPTIN HOMOLOG >gi_18 90329_emb_CAA71991_ (Y11104) 
alpha-adaptin [Drosophila melanogaster] 

402584 

LIB3431-054-P1-K1-H11 

BLASTX 

g629670 

348 

6.0e-33 

94 

68 

hypothetical protein - tomato 
402585 

LIB3431-054-P1-K1-H3 

BLASTX 

g3885894 

398 

7.0e-39 

90 

87 

(AF093635) photosystem-1 H subunit GOS5 [Oryza sativa] 
402586 

LIB3431-054-P1-K1-H6 

BLASTX 

g22380 

512 

6.0e-52 

127 
80 

(X59714) CAAT-box DNA binding protein subunit B (NF-YB) 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402587 

LIB3431-054-P1-K1-H7 

BLASTX 

g320618 

335 

3.0e-32 

88 

83 

chlorophyll a/b-binding protein I precursor - rice 
>gi__218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402588 

LIB3431-054-P1-K1-H9 

BLASTX 

gl32105 

635 

1.0e-66 

116 
100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL .CHAIN -C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402589 

LIB3431-054-P1-N1-A10 

BLASTX 

g3913426 

300 

2.0e-33 

118 

69 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME (ADOMETDC) 
(SAMDC) >gi_1532048_emb_CAA69074_ (Y07766) 
S-adenosylmethionine decarboxylase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402590 

LIB3431-054-P1-N1-A3 

BLASTX 

gll73347 

276 

1.0e-48 

116 

77 

SEDOHEPTULOSE-1, 7-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) (SED ( 1, 7 ) P2ASE) 

>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.173.37) precursor - wheat >gi_14265_emb_CAA4 6507_ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 

aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402591 

LIB3431-054-P1-N1-A5 

BLASTX 

g6093830 

155 

4.0e-10 

37 
81 

PHOTOSYSTEM II CORE COMPLEX PROTEINS PSBY PRECURSOR (L-AME) 
[CONTAINS: PHOTOSYSTEM II PROTEIN PSBY-1; KD PHOTOSYSTEM II 
PROTEIN PSBY-2] >gi_3337435 (AF060198) PsbY precursor; 
putative photosytem II peptide [Spinacia oleracea] 
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TSS3' 

iLiL 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402592 

LIB3431-054-P1-N1-A6 

BLAST N 

g5091597 

134 

4.0e-69 

225 
27 

Oryza sativa chromosome 



1 BAC 10A19I, complete sequence 



402593 

LIB3431-054-P1-N1-A8 

BLASTX 

gll5787 

405 

1.0e-60 

122 
88 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_824 61_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

402594 

LIB3431-054-P1-N1-A9 

BLASTX 

g517500 

374 

6.0e-36 

90 

81 

(M87435) precursor of the oxygen evolving complex 17 kDa 

protein [Zea mays] >gi_444338_prf 1906386A photosystem II 

OE17 protein [Pisum sativum] 

402595 

LIB3431-054-P1-N1-B10 

BLASTX 

g4972093 

196 

6.0e-27 

96 

57 

(AL078468) putative protein [Arabidopsis thaliana] 
402596 

LIB3431-054-P1-N1-B11 

BLASTN 

g2072554 

430 

0.0e+00 

484 

98 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402597 

LIB3431-054-P1-N1-B12 

BLASTX 

g347451 

248 

4.0e-21 
48 

100 - 

(L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402598 

LIB3431-054-P1-N1-B2 

BLASTX 

g2435519 

183 

3.0e-13 

62 

58 

(AF024504) similar to mouse MEM 3 (GB:U47024 and S. 
cerevisiae vacuolar sorting protein 35 (SW;P34110) 
[Arabidopsis thaliana] 



Seq. No. 


402599 


Seq.' ID 


LIB3431-054-P1-N1-B3 


Method 


BLASTX 


NCBI GI 


g404688 


BLAST score 


242 


E value 


3.0e-20 


Match length 


69 


% identity 


55 


NCBI Description 


(L19074) cytochrome P450 


Seq. No. 


402600 


Seq. ID 


LIB3431-054-P1-N1-B4 


Method 


BLASTX 


NCBI GI 


gl!5802 


BLAST score 


205 


E value. 


4.0e-16 


Match length 


39 


% identity 


97 


NCBI Description 


CHLOROPHYLL A-B BINDING ! 



[Catharanthus roseus] 



TEIN 36 PRECURSOR (LHCII TYPE 
CAB-36) (LHCP) >gi_100311_pir_S21827 chlorophyll 
a/b-binding protein (cab-36) - common tobacco 
>gi_19827_emb_CAA41188_ (X58230) chlorophyll a/b binding 
protein [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402601 

LIB3431- 

BLASTX 

g687677 

221 

4.0e-18 

51 

82 

(U19925) 



054-P1-N1-B5 



unknown [Arabidopsis thaliana] 
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Seq. No. 


402602 


Seq. ID 


LIB3431-054-P1-N1-B6 




DliriO 1 A 


NCBI GI 


g2696804 


BLAST score 


333 


E value 


3.0e-52 


Match length 


117 


% identity 


92 . *■■ 


NCBI Description 


(AB009665) water channel protein [Oryza sativa] 


Seq. No. 


402603 


Seq. ID 


LIB3431-054-P1-N1-B8 




RT flQTY 
DJ-irlO 1 A 


NCBI GI 


g2407279 


BLAST score 


315 


E value 


3.0e-30 


Match length 


69 


% identity 


93 


NCBI Description 


(AF017362) aldolase [Oryza sativa] 


Seq. No. 


402604 


Seg. ID 


LIB3431-054-P1-N1-B9 


Method 


BLASTX 


MPRT (IT 


g j / o y yo^ 


BLAST score 


328 


E value 


2.0e-30 


Match length 


63 


% identity 


95 


NCBI Description 


(AF094776) chlorophyll a/b-binding protein precursor 




sativa] 


Seq. No. 


402605 


Seg. ID 


LIB3431-054-P1-N1-C1 


Method 


BLASTX 


NCBI GI 


gl32166 


BLAST score 


156 


E value 


2.0e-10 


Match length 


31 


% identity 


84 



NCBI Description RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE-). 

>gi_81660_pir S04048 ribulose-bisphosphate carboxylase 

activase precursor - Arabidopsis thaliana 
>gi_16471_emb_CAA32429_ (X14212) rubisco activase (AA 1 - 
473) [Arabidopsis thaliana] 



Seg. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402606 

LIB3431-054-P1-N1-C11 

BLASTX 

g2651310 

163 

3.0e-ll 

69 

45 

(AC002336) 
thaliana] 



putative PTR2-B peptide transporter [Arabidopsis 
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Seq. No. 


402607 


Seq. ID 


LIB3431-054-P1-N1-C2 


Method 


BLASTX 


NCBI GI 


g551047 


BLAST score 


268 


E value 


2.0e-23 


Match length 


52 


% identity 


96 


NCBI Description 


(X79277) type II LHCI [Lolium temulentum] 


Seq. No. 


402608 


Seq. ID 


LIB3431-054-P1-N1-C3 


Method 


BLASTX 


NCBI GI 


g417260 


BLAST score 


288 


E value 


1.0e-25 


Match length 


127 


% identity 


55 


NCBI Description 


LIGHT REGULATED PROTEIN PRECURSOR >gi 422003 pir S33632 




lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 




light-regulated gene [Oryza sativa] 


Seq. No. 


402609 


Seq. ID 


LIB3431-054-P1-N1-C4 


Method 


BLASTN 


NCBI GI 


a3885891 


BLAST score 


241 


E value 


1.0e-133 


Match length 


245 


% identity 


100 


NCBI Description 


Oryza sativa photos yst em- 1 F subunit precursor (PSI-F) 




mRNA, complete cds 


Seq. No. 


402610 


Seq. ID 


LIB3431-054-P1-N1-C5 


Method 


BLASTX 


NCBI GI 


g2832672 


BLAST score 


587 


E value 


1.0e-60 


Match length 


135 


% identity 


81 


NCBI Description 


(AL021712) nifU-like protein [Arabidopsis thaliana] 


Seq. No. 


402611 


Seq. ID 


LIB3431-054-P1-N1-C6 


Method 


BLASTX 


NCBI GI 


gl31400 


BLAST score 


284 


E value 


1.0e-34 


Match length 


130 


% identity 


63 


NCBI Description 


PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 




>gi 81471 pir S00409 photosystem II 10K protein precurs* 




- spinach >gi_170127 (J03887) lOkd polypeptide precursor 




[Spinacia oleracea] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



402612 

LIB3431-054-P1-N1-C7 

BLASTX 

g3158476 

356 

1.0e-33 

96 
72 

(AF067185) aquaporin 2 



[Samanea saman] 



402613 

LIB3431-054-P1-N1-C8 

BLASTX 

g3789954 

341 

8.0e-32 

118 

62 

(AF094776) chlorophyll a/b-binding protein precursor [Oryz 
sativa] 

402614 

LIB3431-054-P1-N1-C9 

BLASTN 

g2072554 

440 

0.0e+00 

483 

98 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 

402615 

LIB3431-054-P1-N1-D1 

BLASTX 

g4371282 

541 

3.0e-55 

119 

87 

(AC006260) putative 60S ribosomal protein L12 [Arabidopsis 
thaliana] 

402616 

LIB3431-054-P1-N1-D3 

BLASTX 

g3126854 

296 

5.0e-53 

108 

99 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
402617 

LIB3431-054-P1-N1-D4 

BLASTX 

g3075488 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method- 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



525 
. 2.0e-53 
111 
91 

(AF0587 96) chlorophyll a/b-binding protein [Oryza sativa] 
402618 

LIB3431-054-P1-N1-D5 

BLASTX 

gl24226 

385 

9.0e-59 

127 

92 

INITIATION FACTOR 5A-2 (EIF-5A) (EIF-4D) 

>gi_100278 _j>ir S21059 translation initiation factor 

eIF-5A.2 - curled-leaved tobacco >gi_19702_emb_CAA45104 
. (X63542) eukaryotic initiation factor 5A (2) [Nicotiana" 
plumbagini f ol ia ] 

402619 

LIB3431-054-P1-N1-D8 

BLASTX 

g2191138 

241 

1.0e-21 

92 
64 

(AF007269) 
thaliana] 



A_IG002N01.18 gene product [Arabidopsis 



Seq. No. 
Seq. ID 
Method 



402620 

LIB3431-054-P1-N1-E11 

BLASTX 

g6093830 

160 

7.0e-ll 

62 

31 

PHOTOS YSTEM II CORE COMPLEX PROTEINS PSBY PRECURSOR (L-AME) 
[CONTAINS: PHOTOSYSTEM II PROTEIN PSBY-1; KD PHOTOSYSTEM II 
PROTEIN PSBY-2] >gi_3337435 (AF060198) PsbY precursor; 
putative photosytem II peptide [Spinacia oleracea] 

402621 

LIB3431-054-P1-N1-E2 

BLASTN 

g3819352 

58 

9.0e-24 

82 

93 

Hordeum vulgare genomic DNA fragment; clone MWG0813.rev 
402622 

LIB3431-054-P1-N1-E3 
BLASTX 
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NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



gll5787 
356 

3.0e-61 

123 
100 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 
CAB-2) (LHCP) >gi_82461_pir_S03706 chlorophyll a/b-binding 
protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

402623 

LIB3431-054-P1-N1-E4 

BLASTX 

g3695375 

288 

7.0e-26 

67 

73 

(AF096370) contains similarity to the major intrinsic 
protein domain (Pfam: PF00230 MIP, E-value: 5.7e-lll) 
[Arabidopsis thaliana] 

402624 

LIB3431-054-P1-N1-E5 

BLASTX 

g2072555 

237 \ 

1.0e-19 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

402625 

LIB3431-054-P1-N1-E6 

BLASTX 

gl835731 

424 

1.0e-55 

126 

86 

(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 
402626 

LIB3431-054-P1-N1-E7 

BLASTX 

g4741954 

296 

2.0e-4 9- 

111 

80 

(AF134127) Lhcb4.2 protein [Arabidopsis thaliana] 
402627 

LIB3431-054-P1-N1-F12 
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Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



BLASTX 
g2072555 
222 

6.0e-18 
41 
100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

402628 

LIB3431-054-P1-N1-F2 

BLASTX 

gl32105 

396 

1.0e-38 

74 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj BAA00538 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase .small subunit [Oryza 
sativa] >gi_226375_prf_1508256A ribulose bisphosphate 
carboxylase S [Oryza sativa] 

402629 

LIB3431-054-P1-N1-F3 

BLASTX 

gll5787 

332 

6.0e-55 

115 

97 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 
CAB-2) (LHCP) >gi_82461_pir_S03706 chlorophyll a/b-binding 
protein 2R precursor - rice >gi_20182_emb_CAA32109_ - ■ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

402630 

LIB3431-054-P1-N1-F4 

BLASTX 

g606817 

182 

3.0e-28 

69 

78 

(U08404) carbonic anhydrase [Oryza sativa] 
>gi_5917783_gb_AAD56038.1_AF182806_l (AF182806) carbonic 
anhydrase 3 [Oryza sativa] 

402631 

LIB3431-054-P1-N1-F6 
BLASTX 



51729 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl32105 
747 

2.0e-79 

158 

89 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


402632 


Seq. ID 


LIB3431-054-P1-N1-F7 


Method 


BLAST N 


NCBI GI 


g20262 


BLAST score 


361 


E value 


0.0e+00 


Match length 


361 


% identity 


100 


NCBI Description 


0. sativa light-induced mRNA 


Seq. No. 


402633 


Seq. ID 


LIB3431-054-P1-N1-F8 


Method 


BLASTX 


NCBI GI 


g4982480 


BLAST score 


184 


E value 


2.0e-13 


Match length 


43 


% identity 


74 


NCBI Description 


(AF069441) hypothetical protein 


Seq. No. 


402634 


Seq. ID 


LIB3431-054-P1-N1-F9 


Method 


BLASTX 


NCBI GI 


g3885886 


BLAST score 


219 


E value 


5.0e-33 


Match length 


67 


% identity 


85 


NCBI Description 


(AF093631) Rieske Fe-S precursor 


Seq. No. 


402635 


Seq. ID 


LIB3431-054-P1-N1-G1 


Method 


BLASTN 


NCBI GI 


g218209 


BLAST score 


116 


E value 


1.0e-58 


Match length 


211 


% identity 


96 


NCBI Description 


Oryza sativa mRNA for the small 



ribulose-1, 5-bisphosphate carboxylase, 
pOSSS2106 



complete cds, clone 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402636 

LIB3431-054-P1-N1-G10 
BLASTX 
g2118307 
.166 
4.0e-24 
91 
55 

cysteine synthase (EC 4.2 
>gi_8 0495 0_emb_CAA5 8 8 9 3_ 
[Arabidopsis thaliana] >gi_1096196_prf 
thiol lyase [Arabidopsis thaliana] 



99.8) 3A - Arabidopsis thaliana 
X84097) cysteine synthase 

2111276A Ser(Ac) 



U 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402637 

LIB3431-054-P1-N1-G5 

BLASTX 

g2072555 

230 

7.0e-19 

44 

98 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

402638 

LIB3431-054-P1-N1-G6 

BLASTX 

g6015059 

320 

9.0e-51 

104 

97 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) >gi_2996096 
(AF030517) translation elongation factor-1 alpha; EF-1 
alpha [Oryza sativa] 

402639 

LIB3431-054-P1-N1-G7 

BLASTX 

g729478 

429 

1.0e-73 

152 

93 

FE RRE DOX IN — NAD P REDUCTASE, LEAF ISOZYME PRECURSOR (FNR) 
>gi_442481_dbj_BAA04 616_ (D17790) f erredoxin-NADP+ 
reductase [Oryza sativa] >gi_60 6964 9_dbj_BAA8 5425 . 1_ 
(AP000616) ESTs AU078647 (E1557) ,C72400 (E1557) correspond to 
a region of the predicted gene. ;. similar to 
ferredoxin-NADP+ reductase (D17790) [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



402640 

LIB3431-054-P1-N1-H3 

BLASTX 

g3885894 

253 
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E value 
Match length 
% identity 
NGBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Match length . 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-22 

64 

80 

(AF093635) photosystem-1 H subunit GOS5 [Oryza sativa] 
402641 

LIB3431-054-P1-N1-H4 

BLASTX 

gll5802 

191 

1.0e-14 

37 

97 

CHLOROPHYLL A-B BINDING PROTEIN 36 PRECURSOR (LHCII TYPE I 

CAB-36) (LHCP) >gi_100311_pir S21827 chlorophyll 

a/b-binding protein (cab-36) - common tobacco 
>gi_19827__emb_CAA41188_ (X58230) chlorophyll a/b binding 
protein [Nicotiana tabacum] 

402642 

LIB3431-054-P1-N1-H6 

BLASTX 

gll5840 

322 

1.0e-29 

81 

75 

CCAAT-BINDING TRANSCRIPTION FACTOR SUBUNIT A (CBF-A) (NF-Y 
PROTEIN CHAIN B) (NF-YB) (CAAT-BOX DNA BINDING PROTEIN 
SUBUNIT B) 

402643 

LIB3431-054-P1-N1-H7 

BLASTX 

gll5787 

410 

2.0e-70 

144 

96 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 
CAB-2) (LHCP) >gi_82461_pir_S03706 chlorophyll a/b-binding 
protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

402644 

LIB3431-054-P1-N1-H8 

BLASTX 

g517500 

389 

7.0e-49 

126 

83 

(M87435) precursor of the oxygen evolving complex 17 kDa 
protein [Zea mays] >gi_444338_prf_1906386A photosystem II 
OE17 protein [Pisum sativum] 
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Seq. No. 


402645 


Seq. ID 


LIB3431- 


Method 


BLASTX 




gl644427 


BLAST score 


248 


E value 


3.0e-21 


Match length 


59 


% identity 


78 . 


NCBI Description 


(U74610) 


Seq. No. 


402646 


Seq. ID 


LIB3431H 


Method 


BLASTX 


NCBI GI 


g517500 


BLAST score 


360 


E value 


3.0e-34 


Match length 


87 


% identity 


80 


NCBI Description 


(M87435) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score. 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



protein [Zea mays] >gi_444 338_prf 190638 6A photosystem II 

0E17 protein [Pisum sativum] 

402647 

LIB3431-055-P1-N1-A2 

BLASTX 

gl31225 

216 

2.0e-17 

56 

73 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 
V) (PSI-L) >gi_100605_pir_A39759 photosystem I 18K protein 
precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 

402648 

LIB3431-055-P1-N1-A6 

BLASTX 

g693920 

414 

2.0e-40 

80 

97 

(Q21113) chlorophyll a/b binding protein [Solanum 
tuberosum] - 

40264 9 

LIB3431-055-P1-N1-A7 

BLASTX 

g21699 

317 

3.0e-29 

71 

83 

(X66013) cathepsin B 



[Triticum aestivum] 



Seq. No. 



402650 
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Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 



LIB3431-055-P1-N1-B1 
BLASTX 
gll68537 
254 

6.0e-22 
46 
100 

ASPARTIC PROTEINASE PRECURSOR >gi_82458 pir JS0732 
aspartic proteinase (EC 3.4.23.-) - rice ~ 
>gi_218143_dbj_BAA02242_ (D12777) aspartic proteinase 
[Oryza sativa] 

402651 

LIB3431-055-P1-N1-B10 

BLASTN 

g2072554 

388 

0.0e+00 

388 

100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 

402652 

LIB3431-055-P1-N1-B11 

BLASTX 

gl617197 

183 

9.0e-20 

71 

61 

(Z72488) CP12 [Nicotiana tabacum] 
402653 

LIB3431-055-P1-N1-B2 

BLASTX 

g3068705 

203 

6.0e-16 

62 

56 

(AF049236) unknown [Arabidopsis thaliana] 
402654 

LIB3431-055-P1-N1-B3 

BLASTX 

gll73346 

189 

1.0e-28 

105 

62 

SEDOHEPTULOSE-l,7-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) (SED (1,7) P2ASE) 
>gi_515618_emb_CAA52439_ (X74 418) 

sedoheptulose-bisphosphatase [Chlamydomonas reinhardtii] 
402655 



51734 



y3 
m 

tst * 

00 



01 



y 

pa 
jR 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value . 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-055-P1-N1-B5 

BLASTX 

g3738261 

340 

4.0e-50 

122 

89 

(AB018412) chloroplast phosphoglycerate kinase [Populus 
nigra] ^ 



402656 

LIB3431-055-P1-N1-B8 

BLASTX 

g347451 

688 

2.0e-72 

131 

96 

(L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 
sativa] 

402657 

LIB3431-055-P1-N1-C1 

BLASTX 

g3126854 

303 

4.0e-47 

101 

91 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
402658 

LIB3431-055-P1-N1-C10 

BLASTX 

g3075488 

200 

5.0e-30 

69 

93 

(AF058796) chlorophyll a/b-binding protein [Oryza sativa] 
402659 

LIB3431-055-P1-N1-C11 

BLASTX 

g3885886 

439 

2.0e-43 

79 

96 

(AF093631) Rieske Fe-S precursor protein [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



402660 

' LIB3431-055-P1-N1-C2 
BLASTX 
g2570511 
163 

3.0e-22 
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. pi 

m 

M 

01 



Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



67 
78 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



(AF022738) chlorophyll a-b binding protein [Oryza sativa] 
402661 

LIB3431-055-P1-N1-C6 
BLASTX 
g485518 
288 

6.0e-26 
53 
100 

ubiquitin / ribosomal protein CEP52 - rice 
>gi 303857_dbj_BAA02154_ (D12629) ubiquitin/ribosomal 
polyprotein [Oryza sativa] 

402662 

LIB3431-055-P1-N1-C7 

BLASTN 

g5714761 

50 

7.0e-19 

78 

91 

Oryza sativa subsp. indica serine/threonine protein 
phosphatase PP2A-4 catalytic subunit (PP2A) gene, complete 

402663 

LIB3431-055-P1-N1-C8 

BLASTX 

g4115925 

166 

2.0e-15 

67 

64 

(AF118222) contains similarity to RNA recognition motifs 
(Pfam: PF00076, Score=5 . 5e-23, N=2) [ArabidopsirthaliaSal 
>gi 4539439_emb CAB40027.1_ (AL049523) RNA-bindLfpro^Jn 
[Arabidopsis thaliana] >gi_4 959384_gb_AAD34325 1 
(AF109721) RNA-binding protein [Arabidopsis thaliana] 

402664 

LIB3431-055-P1-N1-D11 

BLASTN 

g6016845 

354 

0.0e+00 

404 

100 

Oryza sativa genomic DNA, chromosome 1, clone : P0711E10 
402665 

LIB3431-055-P1-N1-D2 

BLASTX 

g3789952 

320 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



2.0e-29 
62 
97 

(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] J 

402666 

LIB3431-055-P1-N1-D5 

BLASTX 

g671740 

541 

3.0e-55 

99 

99 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 

402667 

LIB3431-055-P1-N1-D7 

BLASTX 

g3861104 

251 '■' 

3.0e-21 

117 

46 

(AJ235272) HEMOLYSIN (tlyA) [Rickettsia prowazekii] 
402668 

LIB3431-055-P1-N1-D8 

BLASTX 

gll5787 

368 

2.0e-63 

129 

98 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 
CAB-2) (LHCP) >gi_82461_pir_S03706 chlorophyll a/b-binding 
protein 2R precursor - rice >gi_20182_emb_CAA32109 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 

402669 

LIB3431-055-P1-N1-E1 

BLASTX 

g5802955 

235 

2.0e-19 

58 

74 

(AF178 990) stress related protein [Vitis riparia] 
402670 

LIB3431-055-P1-N1-E12 

BLASTX 

g2130069 

320 

6.0e-45 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



101 
85 

catalase (EC 1.11.1.6) catA - rice 

>gi_1261858_dbj_BAA06232_ (D29966) catalase [Oryza sativa] 
402671 

LIB3431-055-P1-N1-E2 

BLASTN 

g3789951 

403 

0.0e+00 

480 

96 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

402672 

LIB3431-055-P1-N1-E3 

BLASTX 

g4507769 

257 

7.0e-37 

98 

74 

ubiquit in-conjugating enzyme E2A (RAD6 homolog) 
>gi_135134 6_sp_P4 9459_UBCA_HUMAN UBIQUITIN-CONJUGATING 
ENZYME E2-17 KD (UBIQUITIN-PROTEIN LIGASE) (UBIQUITIN 

CARRIER PROTEIN) (HR6A) >gi_108016_pir A41222 

ubiquitin-conjugating enzyme HHR6A - human >gi_184044 
(M74524) HHR6A (Human homologue of yeast RAD 6); putative 
[Homo sapiens] 

402673 

LIB3431-055-P1-N1-E9 

BLASTX 

g4335763 

333 

6.0e-31 

122 

55 

(AC006284) unknown protein [Arabidopsis thaliana] 
402674 

LIB3431-055-P1-N1-F10 

BLASTX 

g4337175 

168 

5.0e-25 

114 

58 

(AC006416) ESTs gb_T20589 / gb_T04648, gb_AA597906, 
gb_T04111 / gb_R84180, gb_R65428, gb_T44439, gb_T76570, 
gb_R90004, gb_T45020, gb_T42457, gb_T20921, gb_AA042762 and 
gb_AA720210 come from this gene. [Arabidopsis thaliana] 



Seq. No. 



402675 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-055-P1-N1-F2 

BLASTX 

gll5787 

362 

3.0e-50 

107 

98 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII. TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll-a/b-bindiiig 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402676 

LIB3431-055-P1-N1-F3 

BLASTX 

g2407279 

211 

2.0e-26 

66 

98 

(AF017362) aldolase [Oryza sativa] 
402677 

LIB3431-055-P1-N1-F5 

BLASTX 

gl321661 

427 

5.0e-42 

83 

98 

(D45423) ascorbate peroxidase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402678 

LIB3431-055-P1-N1-F6 

BLASTX 

g3036951 

343 

2.0e-61 

122 
98 

(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



•402679 

LIB3431-055-P1-N1-F8 

BLASTN 

g2624325 

227 

1.0e-124 

239 

99 

Oryza sativa mRNA for glycine-rich RNA-binding protein 
(OsGRPl) 



Seq. No. 
Seq. ID 



402680 

LIB3431-055-P1-N1-F9 



51739 



'isssr 

01 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length . 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTX 

g4038663 

163 

8.0e-24 

66 

69 

(AB020929) 



ribulose-1, 5-bisphosphate carboxylase/oxygenase 



small subunit [Aegilops spelt oides] 



402681 

LIB3431-055-P1-N1-G1 

BLASTX 

g3789954 

294 

2.0e-26 

89 

56 

(AF094776 
sativa] 



chlorophyll a/b-binding protein precursor [Oryza 



402682 

LIB3431-055-P1-N1-G10 

BLASTX 

g3075488 

479 

5.0e-48 

93 

99 

(AF058796) chlorophyll a/b-binding protein [Oryza sativa] 
402683 

LIB3431-055-P1-N1-G11 

BLASTX 

gl617197 

180 

3.0e-13 

36 

92 

(272488) CP12 [Nicotiana tabacum] 
402684 

LIB3431-055-P1-N1-G2 

BLASTN 

g20262 

169 

7.0e-90 

188 

97 

0. sativa light-induced mRNA 
402685 

LIB3431-055-P1-N1-G4 

BLASTX 

g3075488 

452 

7.0e-45 
88 
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% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



98 



(AF058796) chlorophyll a/b-binding protein [Oryza sativa] 



Seq. No. 
Seq. ID. 
Method 
NCBI GI 
- BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402686 

LIB3431-055-P1-N1-G5 
BLASTX 
gl617197 
261 

2.0e-22 
71 
66 

(Z72488) CP12 [Nicotiana tabacum] 
402687 

LIB3431-055-P1-N1-G6 
BLASTX 
gl31225 
309 

3.0e-28 
75 
79 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 
V) (PSI-L) >gi_100605j?ir_A39759 photosystem I 18K protein 
precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 

402688 

LIB3431-055-P1-N1-G8 

BLASTX 

gl076724 

233 

1.0e-31 

77 

88 

LHCI-680, photosystem I antenna protein - barley 
>gi_666054_emb_CAA59049_ (X84308) LHCI-680, photosystem I 
antenna protein [Hordeum vulgare] 

402689 

LIB3431-055-P1-N1-G9 

BLASTX 

gl617197 

204 

7.0e-16 

47 

79 

(Z72488) CP12 [Nicotiana tabacum] 
402690 

LIB3431-055-P1-N1-H1 

BLASTN 

g3063523 

117 

4.0e-59 

281 

86 

Oryza sativa ribulose 1, 5-bisphosphate carboxylase small 



51741 



subunit inRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402691 

LIB3431-055-P1-N1-H11 

BLASTX 

g3004565 

255 

9.0e-22 ^ 

94 

55 

(AC003673) putative protein kinase [Arabidopsis thaliana] 



402692 

LIB3431-055-P1-N1-H2 

BLASTN 

g2773153 

371 

0.0e+00 

375 

100 

Oryza sativa abscisic acid- 
(Asrl) mRNA, complete cds 



and stress-inducible protein 



402693 

LIB3431-055-P1-N1-H3 

BLASTX 

g548605 

420 

4.0e-56 

131 

91 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 

402694 

LIB3431-055-P1-N1-H4 

BLASTX 

g!15813 

432 

1.0e-42 

104 

81 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB- 8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



402695 

LIB3431-055-P1-N1-H5 

BLASTX 

gl32105 

521 

6. Oe-53 

99 

97 
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NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375jprf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



5 

m 

o 

i -. 

m 

b 
§=* 

o 

w 

few 



Seq. No. 


402696 


Seq. ID 


LIB3431-055-P1-N1-H6 


Method 


BLASTX 


NCBI GI 


g671740 


BLAST score 


458 


Hi VdXLlt; 




Match length 


86 


% identity 


99 


NCBI Description 


(X84730) ribulose-bisphosphate carboxylase [synthetic 




construct] , 


Seq. No. 


402697 


Seq. ID 


LIB3431-055-P1-N1-H7 


Method 


BLASTX 


NCBI GI 


g4325041 


TIT 7\ Q T a /Ts-r~ a 

DitHoi score 




E value 


6.0e-66 


Match length 


140 


% identity 


90 


NCBI Description 


(AF117339) FtsH-like protein Pftf precursor [Nicotiana 




tabacum] 


Seq. No. 


402698 


Seq. ID 


LIB3431-055-P1-N1-H8 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


251 


E value 


1.0e-29 


\A /-i V"| "I n r\ i-*^ Vt 

LYlaLCIi -Lcliy LI1 




% identity - 


100 


NCBI Description 


(AF061577) chlorophyll a/b binding protein [Oryza sativa] 


Seq. No. 


402699 


Seq. ID 


LIB3431-055-P1-N1-H9 


Method 


BLASTX 


NCBI GI 


gl31225 


BLAST score 


495 


E value 


7.0e-50 


Match length 


125 


% identity 


78 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 


V) (PSI-L) >gi 100605_pir A39759 photosystem I 18K protein 




precursor - barley >gi_167087 (M61146) photosystem I 




hydrophobic protein [Hordeum vulgare] 


Seq. No. 


402700 


Seq. ID 


LIB3431-055-P2-K1-A9 
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Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 
g3650033 
293 

2.0e-42 
153 
61 

(AC005396) unknown protein [Arabidopsis thaliana] 
402701 

LIB3431-055-P2-K1-B1 
BLASTN 
g218142 
77 

2,0e-35 
225 
85 

Rice mRNA for aspartic proteinase, complete cds 
402702 

LIB3431-055-P2-K1-B10 
BLASTX 
g2072555 
233 

6.0e-20 
44 
98 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein- 
protein [Oryza sativa] 

402703 

LIB3431-055-P2-K1-B5 

BLASTX 

g3328122 

150 

1.0e-09 

41 

78 

(AF073473) phosphoglycerate kinase precursor [Solanum 
tuberosum] 

402704 

LIB3431-055-P2-K1-B8 

BLASTX 

g2407281 

668 

2.0e-70 

135 

93 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

402705 

LIB3431-055-P2-K1-B9 

BLASTX 

g3914005 

237 
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o 

2 

fl 

□ 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



7.0e-34 - 

90 

90 

MITOCHONDRIAL LON PROTEASE HOMOLOG 1 PRECURSOR >qi 1816586 
(U85494) LON1 protease [Zea mays] 

402706 

LIB3431-055-P2-K1-C1 

BLASTX 

g3126854 

443 

5.0e-44 

119 

84 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
402707 

LIB3431-055-P2-K1-C11 

BLASTN 

g3885885 

32 

3.0e-09 

32 

100 

Oryza sativa Rieske Fe-S precursor protein (RISP) mRNA, 
complete cds 

402708 

LIB3431-055-P2-K1-C6 

BLASTN 

g303856 

139 

4.0e-72 

227 

93 

Rice mRNA for ubiquitin protein fused to a ribosomal 
protein, complete cds 



402709 

LIB3431-055-P2-K1-C7 

BLASTX 

g517500 

160 

l-0e-10 

61 
57 

(M87435) precursor of the oxygen evolving complex 17 kDa 
protein [Zea mays] >gi_444338_prf_1906386A photosystem I] 
OE17 protein [Pisum sativum] 

402710 

LIB3431-055-P2-K1-D11 

BLASTN 

g6016845 

66 

1.0e-28 
108 
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% identity 90 

NCBI Description Oryza sativa genomic DNA, chromosome 1, clone : P0711E10 



O 

si 
u 

s 

Q 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI : - '• 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402711 

LIB3431-055-P2-K1-E11 

BLASTX 

g2129512 

207 

7.0e-i7 

56 

75 

glycerate dehydrogenase (EC 1.1.1.2 9) splice form HPR2 - 
cucurbit >gi_1304044_dbj_BAA08411_ (D49433) hydroxypyruvate 
reductase [Cucurbita sp.] 

402712 

LIB3431-055-P2-K1-E4 

BLASTX 

g6041808 

258 - 

5.0e-27 

92 

66 

(AC009755) unknown protein [Arabidopsis thaliana] 
402713 

LIB3431-055-P2-K1-F3 

BLASTN 

g2407278 

56 

9.0e-23 

208 

82 

Oryza sativa aldolase mRNA, complete cds 



402714 

LIB3431-055-P2-K1-F6 

BLASTX 

gl661160 

441 

1.0e-43 

104 

80 

(U74295) chlorophyll a/b binding protein [Oryza sativa] 
402715 

LIB3431-055-P2-K1-F7 

BLASTN 

g2407282 

57 

6.0e-24 

73 

95 

Oryza sativa ribulose 1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 



Seq. No. 



402716 
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Seq. ID 


LIB3431-055-P2-K1-F9 


Method 


BLASTX 


NCBI GI 


g2407281 


oixrio i score 


fid ^ 


E value 


1.0e-67 


Match length 


122 


% identity 


97 


NCBI Description 


(AF017363) ribulose 1, 5-bisphosphate carboxylase small 




subunit [Oryza sativa] "■ 


Seq. No. 


402717 


Seq. ID 


LIB3431-055-P2-K1-G10 


Method 


BLASTN 


NCBI GI 


g3075487 






E value 


1.0e-48 


Match length 


123 


% identity 


95 


NCBI Description 


Oryza sativa chlorophyll a/b-binding protein (RCABP69) 




mRNA, complete cds 


Seq. No. 


402718 


Seq. ID 


LIB34 31-055-P2-K1-G2 


Method 


BLASTN 


MpDT r>T 

NLdJ. Lj-L 


g<c uz 


BLAST score 


227 


E value 


1.0e-125 


Match length 


231 


% identity 


100 


NCBI Description 


0. sativa light-induced mRNA 


Seq. No. 


402719 


Seq. ID 


LIB3431-055-P2-K1-H11 


Method 


BLASTX 


MPT3T CT 


y JU U H D Dj 


BLAST score 


340 


E value 


4.0e-32 


Match length 


97 


% identity 


66 


NCBI Description 


(AC003673) putative protein kinase [Arabidopsis thaliana] 


Seq. No. 


402720 


Seq. ID 


LIB3431-055-P2-K1-H12 


Method 


BLASTX 


NCBI GI 


g4678920 


DLrtoi score 




E value 


1.0e-18 


Match length 


102 


% identity 


48 


NCBI Description 


(AL049711) putative heat shock transcription factor 




[Arabidopsis thaliana] 


Seq. No. 


402721 


Seq. ID 


LIB3431-055-P2-K1-H2 


Method 


BLASTN 


NCBI GI 


g2773153 


BLAST score 


171 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI ' Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-91 
186 
98 

Oryza sativa abscisic acid- and stress-inducible protein 
(Asrl) mRNA, complete cds 

402722 

LIB3431-055-P2-K1-H6 

BLASTX ' • • 

g2407281 

575 

2.0e-59 

113 

96 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

402723 

LIB3431-055-P2-K1-H7 

BLASTX 

g3808101 

211 

2.0e-26 
95 
■74 

(AJ012165) chloroplast protease [Capsicum annuum] 
402724 

LIB3431-055-P2-K1-H8 

BLASTN 

g2570512 

51 

2.0e-20 

55 

98 

Oryza sativa chlorophyll a-b binding protein mRNA, complete 
cds 

402725 

LIB3431-056-P1-K1-A1 

BLASTX 

g5690431 

241 

2.0e-20 

97 1 
48 

(AF165883) prefoldin subunit 2 [Homo sapiens] 
402726 

LIB3431-056-P1-K1-A10 

BLASTX 

gl32105 

609 

2.0e-63 

131 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 



51748 



(RUBISCO SMALL SUBUNIT C) >gi_68094 _pir RKRZS9 
ribulose-bisphosphate carboxylase (EC 47T.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208 dbj BAA00538 

(D00643) small subunit of ribulose-1, 5-bisphoiphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
nbulose 1, 5-bisphosphate carboxylase small subunit [Oryza 
sativa] >gi_226375j?rf_1508256A ribulose bisphosphate 
carboxylase S [Oryza sativa] 



Seq. No. 


402727 




Seq. ID 


LIB3431-056-P1-K1-A11 




Method 


BLASTX 




NCBI GI 


gl519251 




BLAST scorp 


673 




E value 


7.0e-71 




Match length 


150 




% identity 


91 




NCBI Description 


(U65957) GF14-C protein [Oryza sativa] 


Seq. No. 


402728 




Seq. ID 


LIB3431-056-P1-K1-A2 




Method 


BLASTX 




NCBI GI 


g3126854 




BLAST qpnrp 


488 




E value 


3.0e-49 




Match length 


114 




% identity 


85 




NCBI Description 


(AF061577) chlorophyll 


a/b bindinq protein TOrvza sativ^i 


Seq. No. 


402729 




Seq. ID 


LIB3431-056-P1-K1-A3 




Method 


BLASTN 




NCBI GI 


g4959460 




BLAST csrnre 


36 




E value 


1.0e-10 




Match length 


36 




% identity 


100 




NCBI Description 


Zea mays RACB small GTP 


binding protein mRNA, complete cds 


Seq. No. 


402730 




Seq. ID 


LIB3431-056-P1-K1-A4 




Method 


BLASTN 




NCBI GI 


g4959460 




BLAST score . 


35 




E value 


6.0e-10 




Match length 


35 




% identity 


100 




NCBI Description 


Zea mays RACB small GTP 


binding protein mRNA, complete cds 


Seq. No. 


402731 




Seq. ID 


LIB3431-056-P1-K1-A5 




Method 


BLASTX 




NCBI GI 


g5734634 




BLAST score 


318 




E value 


3.0e-29 




Match length 


107 




% identity 


53- 
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NCBI Description 



(AP000391) Similar to putative lipase (AC006232) [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402732 

LIB3431-056-P1-K1-A6 

BLASTX 

g3288821 

259 

2.0e-47 

110 

87 

(AF063901) alanine :glyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 
>gi_4733989_gb_AAD28669.1_AC007209_5 (AC007209) 
alanine-glyoxylate aminotransferase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402733 

LIB3431-056-P1-K1-A8 

BLASTN 

gl245938 

'35 

5.0e-10 

35 

100 

rabClC-2 beta=chloride channel C1C-2G isoform [rabbits, 
heart atrium, mRNA, 2998 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402734 

LIB3431-056-P1-K1-B1 

BLASTX 

gl32096 

500 

8.0e-60 

125 

94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN A PRECURSOR 

(RUBISCO SMALL SUBUNIT A) >gi_68095_pir RKRZS6 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS2106) - rice >gi_218210_dbj_BAA00539_ 
(D00644) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402735 

LIB3431-056-P1-K1-B10 

BLASTX 

g4678311 

272 

6.0e-24 

77 

68 

(AL049655) 
thaliana] 



aquaporin/MIP-like protein [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



402736 

LIB3431-056-P1-K1-B11 

BLASTX 

gl076724 



51750 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



451 

4.0e-66 

141 

87 

LHCI-680, photosystem I antenna protein - barley 
>gi_666054_emb_CAA5904 9_ (X84308) LHCI-680, photosystem I 
antenna protein [Hordeum vulgare] 

402737 

LIB3431-056-P1-K1-B12 

BLASTX 

g3789952 

652 

2.0e-68 

132 

96 

(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 

402738 

LIB3431-056-P1-K1-B2 

BLASTN 

g433216 

115 

6.0e-58 
118 
99 

Rice mRNA for ascorbate peroxidase (gene name SS622), 
partial cds 

402739 

LIB3431-056-P1-K1-B4 

BLASTX 

gll73347 

326 

2.0e-39 

103 

87 

SEDOHEPTULOSE-l,7-BISPH0SPHATASE, CHLOROPLAST PRECURSOR 
( SEDOHEPTULOSE-BISPHOSPHATASE ) ( SBPASE ) ( SED ( 1 , 7 ) P2ASE ) 

>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265_emb_CAA46507_ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 



402740 

LIB3431-056-P1-K1-B6 

BLASTX 

g2407281 

673 

6.0e-71 

133 

94 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

402741 



51751 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-056-P1-K1-B7 

BLASTX 

g2072555 

193 

1.0e-14 

35 
100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603. 1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 402742 

Seq. ID LIB343 

Method BLASTX 

NCBI GI g45858 

BLAST score 469 

E value 7.0e-5 

Match length 145 

% identity 66 

NCBI Description (AC005 
[Arabi 



1-056-P1-K1-B8 

82 

1 



850) PSI type III chlorophyll a/b-binding protein 
dopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402743 

LIB3431-056-P1-K1-B9 

BLASTX -l'/. 

g2264373 

355 

9.0e-34 

103 

63 

(AC002354) putative NAM/no apical meristem protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402744 

LIB3431-056-P1-K1-C1 

BLASTX 

g4 07 97 9.8 

231 

6.0e-30 
93 
78 

(AF052203) 
sativa] 



23 kDa polypeptide of photosystem II [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402745 

LIB3431-056-P1-K1-C10 

BLASTX 

g3885896 

524 

2.0e-53 

100 

100 

(AF093636) plastocyanin precursor [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 



402746 

LIB3431-056-P1-K1-C12 
BLASTX 



51752 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ffl Seq. No. 
a Seq. ID 

Method 
!T NCBI GI 

p BLAST score 

E value 
p Match length 
□ % identity 
S NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



gl32105 
537 

6.0e-55 

111 

91 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_2 182 08_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

402747 

LIB3431-056-P1-K1-C2 

BLASTX 

g2073375 

459 

2.0e-54 

110 

90 

(D85317) farnesyl pyrophosphate synthase [Oryza sativa] 
>gi_4063829_dbj_BAA36276_ (AB021747) farnesyl diphosphate 
synthase [Oryza sativa] 

402748 

LIB3431-056-P1-K1-C3 
BLASTX 
g417260 
-421 
3.0e-41 
128 
66 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_C"AA48706_ (X68807) 
light-regulated gene [Oryza sativa] 

402749 

LIB3431-056-P1-K1-C4 

BLASTX 

g2407281 

650 

3.0e-68 

125 

94 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

402750 

LIB3431-056-P1-K1-C5 

BLASTX 

g2191151 

170 

4.0e-17 
87 



51753 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60 

(AF007269) contains similarity to membrane associated 
salt-inducible protein [Arabidopsis thaliana] 

402751 

LIB3431-056-P1-K1-C6 

BLASTX 

g548605 

541 

2.0e-55 

118 

91 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 

402752 

LIB3431-056-P1-K1-C7 

BLASTX 

g871931 

416 

1.0e-40 

108 

78 

(D30763) ferredoxin [Oryza sativa] 
402753 

LIB3431-056-P1-K1-C9 

BLASTX 

g2688828 

169 

7.0e-12 

82 
43 

(U97530) ethylene-forming-enzyme-like dioxygenase [Prunus 
armeniaca] 



Seq. No. 

Seq. ID 

Method" 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



402754 

LIB3431-056-P1-K1-D1 

BLASTX 

g2072555 

237 

9.0e-20 
44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

402755 

LIB3431-056-P1-K1-D12 

BLASTX 

g671740 

606 

5.0e-63 



51754 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



111 
100 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 

402756 

LIB3431-056-P1-K1-D3 

BLASTX 

gl076660 

219 

9.0e-20 

126 

45 

D13F (MYBST1 ) protein - potato >gi_78 642 6_bbs_159122 
(S74753) MybStl=Myb-related transcriptional activator 
{DNA-binding domain repeats} [Solanum tuberosum=potatoes, 
leaf, Peptide, 342 aa] [Solanum tuberosum] 



Seq. No. 


402757 


Seq. ID 


LIB3431-056-P1-K1-D4 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


36 


E value 


9.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


402758 


Seq. ID 


LIB3431-056-P1-K1-D5 


Method 


BLASTN 


NCBI GI 


g218209 


BLAST score 


135 


E value 


9.0e-70 


Match length 


246 


% identity 


93 


NCBI Description 


Oryza sativa mRNA for the small subunit 




ribulose-1, 5-bisphosphate carboxylase, 




pOSSS2106 


Seq. No. 


402759 


Seq. ID 


LIB3431-056-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


g3738261 


BLAST score 


209 


E value 


9.0e-17 


Match length 


48 



% identity 

NCBI Description 



92 

(AB018412) 
nigra] 



chloroplast phosphoglycerate kinase [Populus 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



402760 

LIB3431-056-P1-K1-D7 

BLASTX 

g320618 

648 

6.0e-68 



51755 



Match length 

% identity 

NCBI Description 



<SKST 

G 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq.,. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



140 
89 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting, 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

402761 

LIB3431-056-P1-K1-D8 

BLASTX 

g3885892 

557 

3.0e-57 

104 

100 

(AF093634) photosystem-1 F subunit precursor [Oryza sativa] 
402762 

LIB3431-056-P1-K1-D9 

BLASTN 

g3885891 

114 

2.0e-57 

188 

98 

Oryza sativa photosystem-1 F subunit precursor (PSI-F) 
mRNA, complete cds 

402763 

LIB3431-056-P1-K1-E1 

BLASTX 

g3789954 

515 

2.0e-52 

96 

100 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza- 
sativa] 

402764 

LIB3431-056-P1-K1-E10 

BLASTX 

gl458245 

261 

1.0e-22 

130 

44 

(U64834) coded for by C. elegans cDNA cml7al; coded for by 
C. elegans cDNA cm7gl; coded for by C. elegans cDNA 
CEMSE26F; similar to methyltransf erases [Caenorhabditis 
elegans] 

402765 

LIB3431-056-P1-K1-E11 

BLASTX 

gl076724 



51756 



s 

Q 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



581 

4.0e-60 

121 * 
86 

LHCI-680, photosystem I antenna protein - barley 
>gi_666054_emb_CAA5904 9_ (X84308) LHCI-680, photosystem I 
antenna protein [Hordeum vulgare] 

402766 

LIB3431-056-P1-K1-E12 

BLASTX 

gl084461 

212 

5.0e-17 

79 

56 

RCc3 protein - rice >gi_78 6132 (L27208) RCc3 [Oryza sativa] 
402767 . 

LIB3431-056-P1-K1-E2 

BLASTX 

g82080 

336 

1.0e-32 

113 

68 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

402768 

LIB3431-056-P1-K1-E4 

BLASTN 

g6015437 

38 

5.0e-12 

38 
100 

Homo sapiens PEX1 mRNA, complete cds 
402769 

LIB3431-056-P1-K1-E7 

BLASTX 

g5733872 

457 

2.0e-45 

119 

74 

(AC007932) Similar to gi_4982048 ribosomal protein L18 from 
Thermotoga maritima genome gb_AE001798. ESTs gb_Z35613, 
gb_T75951, gb_T22182, gb_T45962, gb_H76281 and gb_AI100025 
come from this gene. [Arabidopsis thaliana] 

402770 

LIB3431-056-P1-K1-E9 

BLASTX 

g3789952 



51757 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235 

2.0e-19 

44 

100 

(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402771 

LIB3431-056-P1-K1-F1 

BLASTX 

gll5787 

636 

2.0e-74 

142 

95 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 
CAB-2) (LHCP) >gi_82461jpir_S03706 chlorophyll a/b-binding 
protein 2R precursor - rice >gi_20182_emb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 

[Oryza sativa] 

402772 

LIB3431-056-P1-K1-F10 

BLASTX 

gll73347 

605 

4.0e-63 

117 

95 

SEDOHEPTULOSE-l,7-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) (SED (1,7) P2ASE) 

>gi_100803jpir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265_emb_CAA4 6507_ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402773 

LIB3431-056-P1-K1-F12 , 

BLASTX 

g3913808 

477 

6.0e-48 

102 

88 

FERROCHELATASE PRECURSOR (PROTOHEME FERRO-LYASE) 
SYNTHETASE) >gi_2429618_dbj_BAA22284_ (AB007120) 
ferrochelatase [Oryza sativa] 



(HEME 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402774 

LIB3431-056-P1-K1- 

BLASTX 

g585350 

384 

3.0e-37 

109 

68 

CASEIN KINASE II, 



■F2 



ALPHA CHAIN 2 (CK II) 



51758 



>gi_419753_pir S31099 casein kinase II (EC 2.7.1.-) 

alpha-type chain (clone ATCKA2) - Arabidopsis thaliana 
>gi_391605_dbj_BAA01091_ (D10247) casein kinase II 
catalytic subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402775 

LIB3431-056-P1-K1-F3 

BLASTX 

gll5787 

529 

4.0e-54 

121 

88 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_824 61_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402776 

LIB3431-056-P1-K1-F5 

BLASTX 

g2506826 

328 

2.0e-30 

90 - 
74 

NONSPECIFIC LIPID-TRANSFER PROTEIN 
(PAPI) >gi_1619604_emb_CAA69949.1_ 
protein [Oryza sativa] >gi_1667590 
protein [Oryza sativa] 



1 PRECURSOR (LTP 1) 
(Y08691) lipid transfer 
(U77295) lipid transfer 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402777 

LIB3431-056-P1-K1-F6 

BLASTX 

g5689238 

341 

2.0e-32 

73 

86 

(AB024292) 
[Zea mays] 



histidine-containing phosphotransf er protein 



Seq. No.. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402778 

LIB3431-056-P1-K1-F7 

BLASTN 

g2062705 

37 

3.0e-ll 

37 

100 

Human butyrophilin (BTF5) mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI- Gl' 



402779 

LIB3431-056-P1-K1-F9 

BLASTX 

g4836892 



51759 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID - 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity _ 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



430 

2.0e-42 

138 

58 

(AC007369) Putative RNA helicase [Arabidopsis thaliana] 
402780 

LIB3431-056-P1-K1-G1 

BLASTX 

g3335349 

416 

1.0e-40 

155 

54 

(AC004512) Similar to gb_U46691 putative chromatin 
structure regulator (SUPT6H) from Homo sapiens. ESTs 
gb_T42908, gb_AA586170 and gb_AA395125 come from this gene. 
[Arabidopsis thaliana] 

402781 

LIB3431-056-P1-K1-G10 

BLASTX 

g5326825 

164 

3.0e-ll 

90 

32 

(AF044953) NADH: ubiquinone oxidoreductase PGIV subunit 
[Homo sapiens] 

402782 

LIB3431-056-P1-K1-G12 

BLASTX 

g320618 

512 

4.0e-52 

114 

85 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_jdbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611jprf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

402783 

LIB3431-056-P1-K1-G2 

BLASTX 

g2072555 

237 

1.0e-19 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 



402784 



51760 



yy 
D 



fas* 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity^ 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



precursor - rice 

type I light-harvesting 



LIB3431-056-P1-K1-G3 
BLASTX 
g320618 
532 

2.0e-54 
117 
86 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

402785 

LIB3431-056-P1-K1-G4 

BLASTX 

g320618 

292 

2.0e-26 

73 

74 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



402786 

LIB3431-056-P1-K1-G5 

BLASTX 

g548605 

588 

7.0e-61 

130 

90 

PHOTOSYSTEM I REACTION CENTRE 
(LIGHT-HARVESTING COMPLEX I 7 



precursor - rice 

type I light-harvesting 



SUBUNIT X PRECURSOR 
KD PROTEIN) (PSI-K) 



>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 

402787 

LIB3431-056-P1-K1-G6 

BLASTX 

g417154 

526 

7.0e-54 

105 

97 

HEAT SHOCK PROTEIN 82 >gi_100685_pir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 
>gi_20256_emb_CAA77978_ (Z11920) heat shock protein 82 
(HSP82) [Oryza sativa] 

402788 

LIB3431-056-P1-K1-G7 
BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl261857 
54 

2.0e-21 

54 

100 

Rice CatA gene for catalase, 



complete cds 



402789 

LIB3431-056- r Pl-KT-G8 

BLASTX 

g4678338 

202 

1.0e-15 

48 

73 

(AL04 9658) putative protein [Arabidopsis thaliana] 
402790 

LIB3431-056-.P1-K1-H1 

BLASTN 

g3345476 

132 

7.0e-68 

241 

96 

Oryza sativa gene for carbonic anhydrase, complete cds 



Seq. No. 


402791 


Seq. ID 


LIB3431-056-P1-K1-H10 


Method 


BLASTN 


NCBI GI 


g2570512 


BLAST score 


112 


E value 


3.0e-56 


Match length 


212 


% identity 


100 


NCBI Description 


Oryza sativa chlorophyll a 




cds 


Seq. No. 


402792 


Seq. ID 


LIB3431-056-P1-K1-H12 


Method 


BLASTN 


NCBI GI 


g20191 


BLAST score 


279 


E value 


1.0e-156 


Match length 


279 


% identity 


100 


NCBI Description 


O. sativa mRNA for catalase 


Seq. No. 


402793 


Seq. ID 


LIB3431-056-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


gl33867 


BLAST score 


558 


E value 


2.0e-57 


Match length 


124 


% identity 


85 


NCBI Description 


40S RIBOSOMAL PROTEIN Sll 



■b binding protein mRNA, complete 



Sll >gi_82722_pir S16577 ribosomal 
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protein Sll - maize >gi_22470_emb_CAA39438_ (X55967) 
ribosomal protein Sll [Zea mays] 



□ 



OC^i IN L/ • 






Seq. ID 


LIB3431-056-P1-K1- 


-H3 


Method 


BLASTN 




NCBI GI 


g6015437 




BLAST score 


38 




E value 


5.0e-12 




Match length 


38 




% identity 


100 




NCBI Description 


Homo sapiens PEX1 


iriRNA, complete cds 




*i \J £. 1 ^ J 




Seq. ID 


LIB3431-056-P1-K1- 


-H4 


Method 


BLASTX 




NCBI GI 


g2624326 




BLAST score 


294 




E value 


8.0e-27 




Match length 


61 




% identity 


93 




NCBI Description 


(AJ002893) OsGRPl 


[Oryza sativa] 


Seq. No. 


402796 




Seq. ID 


LIB3431-056-P1-K1- 


-H5 


Method 


BLASTX 




NCBI GI 


gll73347 




BLAST score 


663 




E value 


9.0e-70 




Match length 


129 




% identity 


95 




NCBI Description 


SEDOHEPTULOSE-1,7- 


-BISPHOSPHATASE, CHLOROPLAST 



( SEDOHEPTULOSE-BI SPHOSPHATASE ) ( SBPAS.E ) ( SED ( 1 , 7 ) P2ASE ) 

>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265_emb_CAA4 6507_ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 
aestivum] 



Seq. No. 


402797 


Seq. ID 


LIB3431-056-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g3128206 


BLAST score 


143 


E value 


2.0e-09 


Match length 


47 


% identity 


45 


NCBI Description 


(AC004077) unknown protein [Arabidopsis 


Seq. No. 


402798 


Seq. ID 


LIB3431-056-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


547 


E value 


4.0e-56 


Match length 


119 


% identity 


87 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL 



C PRECURSOR 
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(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402799 

LIB3431-056-P1-N1-A10 

BLASTX 

g671740 

443 

7.0e-44 

80 

100 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 

402800 

LIB3431-056-P1-N1-A11 

BLASTN 

g2331130 

100 

8.0e-49 

148 

92 

Oryza sativa glycine-rich protein (OSGRP1) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402801 

LIB3431-056-P1-N1-A12 

BLASTX 

gl31225 

203 

7.0e-16 

71 

58 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 

402802 

LIB3431-056-P1-N1-A2 

BLASTX 

g3126854 

34 9 

9.0e-33 

66 

100 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 



402803 

LIB3431-056-P1-N1-A6 
BLASTX 
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NCBI GI 

BLAST score 

E value - 

Match length 

% identity 

NCBI Description 



SBq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2754849 
284 

3.0e-25 

63 

87 

(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 

402804 

LIB3431-056-P1-N1-B1 

BLASTX 

g671740 

234 

2.0e-19 

47 

96 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 

402805 

LIB3431-056-P1-N1-B10 

BLASTX 

g886100 

265 

6.0e-23 

63 

76 

(U27347) putative water channel protein; plasmalemma 
intrinsic protein; similar to Arabidopsis Pip2a gene 
product, PIR Accession Number S44084 [Glycine max] 

402806 

LIB3431-056-P1-N1-B11 

BLASTX 

gl076724 

477 

8.0e-48 

90 

96 

LHCI-680, photosystem I antenna protein - barley 
>gi_666054_emb_CAA59049_ (X84308) LHCI-680, photosystem I 
antenna protein [Hordeum vulgare] 

402807 

LIB3431-056-P1-N1-B12 

BLASTX 

g3789952 

269 

2.0e-23 

51 

100 

(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 



Seq. No. 
Seq. ID 
Method 



402808 

LIB3431-056-P1-N1-B3 
BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g304219 
51 

1.0e-19 

71 

93 

Hordeum vulgare chloroplast photosystem I 
mRNA f complete cds 



PSK-I subunit 



402809 

LIB3431-056-P1-N1-B4 

BLASTX 

gll73347 

405 

2.0e-39 

86 

97 

SEDOHEPTULOSE-1, 7 -BIS PHOSPHATASE, CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) (SED (1,7) P2ASE) 

>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265_emb_CAA4 6507_ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402810 

LIB3431-056-P1-N1-B6 

BLASTX 

g671740 

301 

3.0e-27 

57 

100 

(X84730) ribulose-bisphosphate carboxylase 
construct] 



[synthetic 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402811 

LIB3431-056-P1-N1-B7 

BLASTN 

g2072554 

269 

1.0e-150 

269 

100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402812 

LIB3431-056-P1-N1-B8 

BLASTX 

gll5813 

165 

2.0e-ll 

38 

79 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB- 8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersieon esculentum] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402813 

LIB3431-056-P1-N1-C1 

BLASTX 

g4079798 

414 • 

2.0e-40 

81 

99 

(AF052203) 
sativa] 



23 kDa polypeptide of photosystem II [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402814 

LIB3431-056-P1-N1-C10 

BLASTX 

g3885896 

524 

2.0e-53 

100 

100 

(AF093636) plastocyanin precursor [Oryza sativa] 
402815 

LIB3431-056-P1-N1-C12- 

BLASTN 

g218209 

37 

3.0e-ll 

53 

92 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 
pOSSS2106 

402816 

LIB3431-056-P1-N1-C2 

BLASTX 

g2073375 

576 

2.0e-59 

107 

100 

(D85317) farnesyl pyrophosphate synthase [Oryza sativa] 
>gi_4063829_dbj_BAA36276_ (AB021747) farnesyl diphosphate 
synthase [Oryza sativa] 

402817 

LIB3431-056-P1-N1-C3 

BLASTX 

g417260 

321 

1.0e-29 
106 

61 - 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402818 

LIB3431-056-P1-N1-C4 

BLASTX 

g671740 

361 

3.0e-34 

70 

97 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



□ 



m 

yy 
£ 

a 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length ^ 

% identity 

NCBI Description 



402819 

LIB3431-056-P1-N1-C6 

BLASTX 

g548605 

599 

5.0e-62 

131 

91 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgar e] 



Seq. No. 


402820 


Seq. ID 


LIB3431-056-P1-N1-C7 


Method 


BLASTX 


NCBI GI 


g871931 


BLAST score 


161 


E value 


5.0e-ll 


Match length 


44 


% identity 


75 


NCBI Description 


(D30763) ferredoxin [Oryza 


Seq. No. 


402821 


Seq. ID 


LIB3431-056-P1-N1-D1 


Method 


BLASTX 


NCBI GI 


g2072555 


.BLAST score 


228 


E value 


1.0e-18 


Match length 


42 


% identity 


100 


NCBI Description 


(AF001396) metallothionein- 




>gi_6 1 0 3 4 4 l_gb_AAF 0 3 6 0 3 . 1_ 




protein [Oryza sativa] 


Seq. No. 


402822 


Seq. ID 


LIB3431-056-P1-N1-D12 


Method 


BLASTX 


NCBI GI 


g671740 


BLAST score 


433 


E value 


1.0e-42 


Match length 


78 


% identity 


100 



(AF14778 6) metallothionein-like 



NCBI Description 



(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402823 

LIB3431-056-P1-N1-D3 

BLASTX 

gl076660 

222 

6.0e-18 

89 
57 

D13F (MYBST1 ) protein - potato >gi_786426_bbs_159122 
(S74753) MybStl=Myb-related transcriptional activator 
{DNA-binding domain repeats} [Solanum tuberosum=potatoes, 
leaf, Peptide, 342 aa] [Solanum tuberosum] 

402824 

LIB3431-056-P1-N1-D5 

BLASTN 

g218209 

39 

2.0e-12 

55 
93 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

pOSSS2106 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402825 

LIB3431-056-P1-N1-D7 

BLASTX 

gl!5787 

409 

6.0e-40 

77 

100 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_824 61j?ir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402826 

LIB3431-056-P1-N1-D8 

BLASTX 

g3885892 

544 

9.0e-56 

102 

100 

(AF093634) photosystem-1 F subunit precursor [Oryza sativa] 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score . 
E value 
Match length 



402827 

LIB3431-056-P1-N1-D9 

BLASTX 

g3885892 

286 

2.0e-25 
57 
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% identity 


100 


NCBI Description 


(AF093634) photosystem-1 


Seq. No. 


402828 


Seq. ID 


LIB3431-056-P1-N1-E1 


Method 


BLASTX 


NCBI GI 


g3789954 


oLi/ioi score 


D J. 1 


E value 


2.0e-63 


Match length 


113 


% identity 


100 


NCBI Description 


(AF094776) chlorophyll a, 




sativa] 


Seq. No. 


402829 


Seq. ID 


LIB3431-056-P1-N1-E11 


Method 


BLASTX 


NCBI GI 


gl076724 


BLAST score 


374 


E value 


O • Uc O D 


Match length 


72 


% identity 


94 


NCBI Description 


LHCI-680, photosystem I < 




>gi_6 6 6 0 5 4 _emb_CAA5 9 0 4 9_ 




antenna protein [Hordeum 


Seq. No. 


402830 


Seq. ID 


LIB3431-056-P1-N1-E12 


Method 


BLASTX 






BLAST score 


287 


E value 


1.0e-25 


Match length 


98 


% identity 


60 


NCBI Description 


RCc3 protein - rice >gi_ 


Seq. No. 


402831 


Seq. ID 


LIB3431-056-P1-N1-E2 


Method 


BLASTX . 


NCBI GI 


gll5813 


BLAST score 


234 


E value 


2.0e-19 


Match length 


56 


% identity 


80 


NCBI Description 


CHLOROPHYLL A-B BINDING : 



CAB- 8) >giJL9182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402832 

LIB3431-056-P1-N1-E7 

BLASTX 

g5733872 

182 

2.0e-13 

57 

60 

(AC007932) Similar to gi_4982048 ribosomal protein L18 from 
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Seq. No. 

Seq. ID 

Method 

NCBI .GI 

BLAST score * 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Thermotoga maritima genome gb_AE0017 98. ESTs gb_Z35613, 
gb_T75951, gb_T22182, gb_T45962, gb_H76281 and gb_AI100025 
come from this gene. [Arabidopsis thaliana] 

402833 

LIB3431-056-P1-N1-E8 

BLASTX 

g6093830 

218 

2.0e-17 

97 

51 

PHOTOS YSTEM II CORE COMPLEX PROTEINS PSBY PRECURSOR (L-AME) 
[CONTAINS: PHOTOSYSTEM II PROTEIN PSBY-1; KD PHOTOSYSTEM II 
PROTEIN PSBY-2] >gi_3337435 (AF060198) PsbY precursors- 
putative photosytem II peptide [Spinacia oleracea] 

402834 

LIB3431-056-P1-N1-E9 

BLASTN 

g3789951 

127 

6.0e-65 

372 

91 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

402835 

LIB3431-056-P1-N1-F1 

BLASTX 

gl!5772 

273 

5.0e-24 

57 

91 

CHLOROPHYLL A-B BINDING PROTEIN 1 PRECURSOR (LHCII TYPE I 

CAB-1) (LHCP) >gi_82460_pir S03705 chlorophyll a/b-binding 

protein 1R precursor - rice >gi_20178_emb_CAA32108_ 
(X13908) chlorophyll a/b-binding preprotein (AA -31 to 235) 
[Oryza sativa] 

402836 

LIB3431-056-P1-N1-F10 ' 

BLASTX 

gll73347 

401 

6.0e-39 

85 

96 

SEDOHEPTULOSE-l,7-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 
( SEDOHEPTULOSE-BISPHOSPHATASE ) ( SBPASE ) ( SED (1 , 7 ) P2ASE ) 

>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi__14265_emb_CAA4 6507_ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 
aestivum] 
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Seq. No. 


402837 


Seq. ID 


LIB3431-056-P1-N1-F11 




BLASTX 


NCBI GI 


g2244734 


BLAST score 


166 


E value 


2.0e-ll 


Match length 


32 


% identity 


97 


NCBI Description 


(D88414) actin [Gossypium hirsutum] 


Seq. No. 


402838 


Seq. ID 


LIB3431-056-P1-N1-F2 


Method 


BLASTX 


NCBI GI 


g585350 


BLAST score 


496 


E value 


5.0e-50 


Match length 


110 


% identity 


83 


NCBI Description 


CASEIN KINASE II, ALPHA CHAIN 2 (CK 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_419753j?ir S31099 casein kinase II (EC 2.7.1.-) 

alpha-type chain (clone ATCKA2) - Arabidopsis thaliana 
>gi_391605_dbj_BAA01091_ (D10247) casein kinase II 
catalytic subunit [Arabidopsis thaliana] 

402839 

LIB3431-056-P1-N1-F3 

BLASTX 

g3036951 

427 

6.0e-42 

80 

100 

(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

402840 

LIB3431-056-P1-N1-F5 

BLASTN 

gl619603 

370 

0.0e+00 

414 

97 

O.sativa mRNA for lipid transfer protein 

>gi_1667589_gb_U77295_OSU77295 Oryza sativa lipid transfer . 
protein (LTP) mRNA, complete cds 

402841 

LIB3431-056-P1-N1-F9 

BLASTX 

g2673917 

305 

1.0e-27 

80 

66 

(AC002561) putative ATP-dependent RNA helicase [Arabidopsis 
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thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402842 

LIB3431-056-P1-N1-G1 

BLASTX 

g3335349 

170 

5.0e-12 

108 

38 

(AC004512) Similar to gb_U46691 putative chromatin 
structure regulator (SUPT6H) from Homo sapiens, ESTs 
gb_T42908, gb_AA586170 and gb_AA395125 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402843 

LIB3431-056-P1-N1-G10 

BLASTX 

g5326825 

153 

8.0e-10 

87 

31 

(AF044 953) NADH : ubiquinone oxidoreductase PGIV subunit 
[Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402844 

LIB3431-056-P1-N1-G11 

BLASTX 

gl36640 

514 

3.0e-52 

102 

93 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_170785 (M62720) 
ubiquitin carrier protein [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402845 

LIB3431-056-P1-N1-G12 

BLASTN 

g20177 

204 

1.0e-lll 

219 

99 

Rice cablR gene for light harvesting chlorophyll 
a/b-binding protein 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



402846 

LIB3431-056-P1-N1-G2 

BLASTX 

g2072555 

228 

1.0e-18 

42 

100 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603. 1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

402847 

LIB3431-056-P1-N1-G3 

BLASTX 

gll5787 

676 

4.0e-71 

130 

100 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_824 61_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



CP 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402848 - 

LIB3431-056-P1-N1-G4 

BLASTX 

g3036951 

650 

4.0e-68 
124 - 
98 

(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

402849 

LIB3431-056-P1-N1-G5 

BLASTX 

g548605 

301 

2.0e-27 

64 

92 

PHOTOSYSTEM I . REACTION CENTRE 
(LIGHT-HARVESTING COMPLEX I 7 



SUBUNIT X PRECURSOR 
KD PROTEIN) (PSI-K) 



>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 

402850 

LIB3431-056-P1-N1-G6 

BLASTX 

g417154 

392 

7.0e-38 

93 

85 

HEAT SHOCK PROTEIN 82 >gi_100685 j?ir_S25541 heat shock 
protein 82 - rice (strain Taichung Native One) 
>gi_20256_emb_CAA77978_ (Z11920) heat shock protein 82 
(HSP82) [Oryza sativa] 



Seq. No. 



402851 
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Seq. ID 


LIB3431-056-P1-N1-G9 


Method 


BLASTX 


TJpRT (IT 




BLAST score 


585 


E value 


2.0e-60 


Match length 


139 


% identity 


79 


NCBI Description 


(Z99707) putative protein [Arabidopsis thaliana] 


Seq. No. 


402852 


Seq. ID 


LIB3431-056-P1-N1-H1 


Method 


BLASTN 




a3345476 


BLAST score 


342 


E value 


0.0e+00 


Match length 


386 


% identity 


97 


NCBI Description 


Oryza sativa gene for carbonic anhydrase, complete < 


Seq. No. 


402853 


Seq. ID 


LIB3431-056-P1-N1-H2 


Method 


BLASTN 


MpDT (IT 




BLAST score 


34 


E value 


1.0e-09 


Match length. 


38 


% identity 


97 


NCBI Description 


Maize mRNA for cytoplasmic ribosomal protein Sll 


Seq. No. 


402854 


Seq. ID 


LIB3431-056-P1-N1-H5 


Method 


BLASTN 


MpoT (IT 




BLAST score 


67 


E value 


3.0e-29 


Match length 


115 


% identity 


90 


NCBI Description 


T.aestivum gene for sedoheptulose-1, 7-bisphoshatase 


Seq. No. 


402855 


Seq. ID 


LIB3431-056-P1-N1-H9 


Method 


BLASTX 


NCBI GI 


g671740 


D T ACT a r~< r\-y~ a 

oiirtoi score 


^4 6 


E value 


6.0e-56 


Match length 


99 


% identity 


100 


NCBI Description 


(X84730) ribulose-bisphosphate carboxylase [synthet 




construct] 


Seq. No. 


402856 


Seq. ID 


LIB3431-058-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


g3355468 


BLAST score 


355 


E value 


1.0e-33 


Match length 


96 



51775 



% identity 

NCBI Description 



85 

(AC004218) putative ribosomal protein L35 [Arabidopsis 
thaliana] 



Seq. No. 


402857 


Seq. ID 


LIB3431-058-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


g2244749 


BLAST score 


383 


E value 


7.0e-37 


Match length 


112 


% identity 


66 


NCBI Description 


(Z97335) hydroxymethyltransf erase [Arabidopsis thaliana] 


Seq. No. 


402858 


Seq. ID 


LIB3431-058-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g3345477 


BLAST score 


214 


E value 


4.0e-17 


Match length 


* 41 


% identity 


95 


NCBI Description 


(AB016283) carbonic anhydrase [Oryza sativa] 


Seq. i No. 


402859 


Seq. ID 


LIB3431-058-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


gl514643 


BLAST score 


180 


E value 


4.0e-26 


Match length 


102 


% identity 


63 


NCBI Description 


(Z70524) PDR5-like ABC transporter [Spirodela polyrrhiza 


Seq. No. 


402860 


Seq. ID' 


LIB34 31-058-P1-K1-A3 


Method 


BLAST N 


NCBI GI 


gll59878 


BLAST score 


52 


E value 


3.0e-20 


Match length 


64 


% identity 


95 


NCBI Description 


A.fatua mRNA for DNA-binding protein (clone ABF2) 


Seq. No. 


402861 


Seq. ID 


LIB3431-058-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


165 


E value 


3.0e-ll 


Match length 


32 


% identity 


94 


NCBI Description 


(AF001396) metallothionein-like protein [Oryza sativa] 



>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 402862 



51776 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-058-P1-K1-A5 

BLASTX 

g2462760 

143 

8.0e-09 

75 

39 

(AC002292.) Hypothetical protein [Arabidopsis thaliana] 
402863 

LIB3431-058-P1-K1-A6 

BLASTX 

g3402713 

379 

2.0e-36 

123 

60 

(AC004261) hypothetical protein [Arabidopsis thaliana] 
402864 

LIB3431-058-P1-K1-A7 

BLASTX 

gl32105 

494 

6.0e-50 

109 

83 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score ' 

E value 

Match length 

% identity 

NCBI Description 



402865 

LIB3431-058-P1-K1-A8 

BLASTX 

g3046693 

573 

3.0e-59 

136 

74 

(AL022140) 
thaliana] 



receptor like protein (fragment) [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402866 

LIB3431-058-P1-K1-A9 

BLASTX 

g3550983 

358 

5.0e-34 

98 

68 

(AB010690) mutM homologue-2 [Arabidopsis thaliana] 
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>gi_3820622 (AF099971) putative f ormamidopyrimidine-DNA 
glycosylase 2 [Arabidopsis thaliana] 

>gi_5903054_gb_AAD55613. 1__AC008016_23 (AC008016) Identical 
to gb_AB010690 mutM homologue-2 (f ormamidopyrimidine-DNA 
glycosylase 1) from Arabidopsis thaliana. EST gb_Z18192 
comes from this gene 



Seq. No. 402867 

Seq. ID LIB3431-058-P1-K1-B10 

Method BLASTX 

NCBI GI g3885886 

BLAST score 748 

E value 1.0e-7 9 

Match length 144 

% identity 100 

NCBI Description (AF093631) Rieske Fe-S precursor protein [Oryza sativa] 

Seq. No. 402868 

Seq. ID LIB3431-058-P1-K1-B11 

Method BLASTX 

NCBI GI g2582381 

BLAST score 458 

E value 4.0e-4 6 

Match length 87 

% identity 93 

NCBI Description (AF021220) cation-chloride co-transporter [Nicotiana 
tabacum] 

Seq. No. 402869 

Seq. ID LIB3431-058-P1-K1-B12 

Method BLASTX 

NCBI GI g2570511 

BLAST score 485 

E value 5.0e-4 9 

Match length 92 

% identity 99 

NCBI Description (AF022738) chlorophyll a-b binding protein [Oryza sativa] 

Seq. No. 402870 

Seq. ID LIB3431-058-P1-K1-B2 

Method BLASTX 

NCBI GI g3850566 

BLAST score 236 

E value 1.0e-22 

Match length 156 

% identity 40 

NCBI Description (AC005278) F15K9 . 3 . [Arabidopsis thaliana] 

Seq. No. 402871 

Seq. ID LIB3431-058-P1-K1-B3 

Method BLASTN 

NCBI GI g5730046 

BLAST score 35 

E value 3.0e-10 

Match length 35 

% identity 100 

NCBI Description Homo sapiens solute carrier family 17 (sodium phosphate), 



51778 



member 3 (SLC17A3) mRNA >gi_2062691_gb_U90545_HSU90545 
Human sodium phosphate transporter (NPT4) mRNA, complete 
cds 



m 



5 a 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402872 

LIB3431-058-P1-K1-B5 

BLASTX 

g430947 

360 

3.0e-34 

102 

71 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

402873 

LIB3431-058-P1-K1-B6 

BLASTX 

gl32105 

468 

4.0e-52 

101 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



402874 

LIB3431-058-P1-K1-B7 

BLASTX 

g21839 

734 

5.0e-78 

148 

93 

(X57952) phosphoribulokinase [Triticum aestivum] 
402875 

LIB3431-058-P1-K1-B8 

BLASTX 

g82080 

152 

4.0e-10 

68 

51 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

402876 

LIB3431-058-P1-K1-B9 
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Method 


BLASTX 


NCBI GI 


g671740 


BLAST score 


coo 
DOO 


E value 


5.0e-61 ' 


Match length 


108 


% identity 


100 


NCBI Description 


(X84730) ribulose-bisphosphate carboxylase [synthetic 




construct] 


Seq. No. 


402877 


Seq. ID 


LIB3431-058-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g2191138 


BLAST score 


•31 A 

DlU 


E value 


3.0e-28 


Match length 


136 


% identity 


53 


NCBI Description 


(AF007269) A_IG002N01 . 18 gene product [Arabidopsis 




thaliana] 


Seq. No. 


402878 


Seq. ID 


LIB3431-058-P1-K1-C10 


Method 


BLASTX 




gi UU 1 ODD 


BLAST score 


228 


E value 


7.0e-19 


Match length 


119 


% identity 


42 


NCBI Description 


(D64006) auxin-induced protein [Synechocystis sp.] 


Seq. No. 


402879 


Seq. ID 


LIB3431-058-P1-K1-C12 


Method 


BLASTN 


NCBI GI 


g606816 


BLAST score 




E value 


l,0e-126 


Match length 


229 


% identity 


100 - ' . 


NCBI Description 


Oryza sativa chloroplast carbonic anhydrase mRNA, complete 




cds 


Seq. No. 


402880 


Seq. ID 


LIB3431-058-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


glbyoD4 o 


BLAST score 


664 


E value 


8.0e-70 


Match length 


155 


% identity 


78 


NCBI Description 


(U58971) calmodulin-binding protein [Nicotiana tabacum] 


Seq. No. 


402881 


Seq. ID 


LIB3431-058-P1-K1-C3 


Method 


BLASTN 


NCBI GI 


g2570512 


BLAST score 


283 


E value 


1.0e-158 



51780 



Match length 

% identity 

NCBI Description 



367 
94 

Oryza sativa chlorophyll a-b binding protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402882 

LIB3431-058-P1-K1-C4 

BLASTN 

g3789951 

66 

1.0e-28 

162 

85 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

402883 

LIB3431-058-P1-K1-C5 

BLASTX 

g4678949 

517 w ' ' * 

1.0e-52 

123 

79 

(AL049711) dihydrolipoamide S-acetyltransferase precursor 
[Arabidopsis thaliana] 

402884 

LIB3431-058-P1-K1-C6 

BLASTX 

g4531444 

482 

2.0e-48 

142 

66 

(AC006224) putative protein kinase [Arabidopsis thaliana] 
402885 

LIB3431-058-P1-K1-C7 

BLASTX 

gl421730 

753 

3.0e-80 

146 

95 

(U43082) RF2 [Zea mays] 
402886 

LIB3431-058-P1-K1-C8 

BLASTX 

gl698548 

302 

2.0e-32 

131 

54 

(U58971) calmodulin-binding protein [Nicotiana tabacum] 



51781 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402887 

LIB3431-058-P1-K1-C9 

BLASTX 

g5816996 

325 

4.0e-30 
88 
73 

(AL110123) 
thaliana] 



ribosomal protein L32-like protein [Arabidopsis 



S 

C3 

D 
O 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402888 

LIB3431-058-P1-K1-D1 

BLASTX 

g4587563 

301 

2.0e-27 

81 

77 

(AC006550) Similar to gb_U51990 pre-mRNA-splicing factor 
hPrpl8 from Homo sapiens. ' ESTs gb_T4 6391 and gb_AA721815 
come from this gene. [Arabidopsis thaliana] 



Seq. No. 


402889 


Seq. ID 


LIB3431-058-P1-K1-D10 


Method 


BLAST N 


NCBI GI 


g6015437 


BLAST score 


38 


E value 


7.0e-12 


Match length 


50 


% identity 


67 


NCBI Description 


Homo sapiens PEX1 mRNA, 


Seq. No. 


402890 


Seq. ID 


LIB3431-058-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


gll5796 


BLAST score 


482 


E value 


4.0e-55 


Match length 


112 


% identity 


96 


NCBI Description 


CHLOROPHYLL A-B BINDING 




CAB) (LHCP) >gi_218174j 




light-harvesting chloro] 




sativa] 


Seq. No. 


402891 


Seq. ID 


LIB3431-058-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


g6016151 


BLAST score 


492 


E value 


9.0e-50 


Match length 


128 


% identity 


77 


NCBI Description 


IMMUNOGLOBULIN BINDING ! 



TEIN HOMOLOG 3 PRECURSOR (HEAT 
SHOCK PROTEIN 70 HOMOLOG 3) >gi_1575130 (U58209) lumenal 



51782 



binding protein cBiPe3 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI^ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402892 

LIB3431-058-P1-K1-D2 

BLASTX 

gl5961 

259 

3.0e-22 

92 

48 

(Z12621) precursor alliinase [Allium cepa] 
402893 

LIB3431-058-P1-K1-D3 

BLASTN 

g4097337 

304 

1.0e-170 

368 

99 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 

402894 

LIB3431-058-P1-K1-D4 

BLASTX 

gl707998 

510 

6.0e-52 

117 

85 

SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 

(SHMT) >gi_481944_pir S40218 glycine 

hydroxymethyltransf erase (EC 2.1.2.1) - potato 
>gi_438247_emb_CAA81082_ (Z25863) glycine 
hydroxymethyltransf erase [Solanum tuberosum] 

402895 

LIB3431-058-P1-K1-D6 

BLASTX 

gl835731 

564 

3.0e-58 

110 

99 

(U86018) photosystem II 10 JcDa polypeptide [Oryza sativa] 



402896 

LIB3431-058-P1-K1-D7 

BLASTX 

g2130043 

600 

3.0e-62 

145 

82 

Mg-chelatase chain Xantha-h - 



barley (fragment) >gi_847873 ; . ; 



51783 



(U26545) Mg-chelatase subunit [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402897 

LIB3431-058-P1-K1-D8 

BLASTX 

gll5787 

679 

1.0e-71 

152 

89 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402898 

LIB3431-058-P1-K1-E10 

BLASTX 

g482311 

551 

8.0e-57 

109 

96 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 



Seq. No. 


402899 


Seq. ID 


LIB3431-058-P1-K1-E12 


Method 


BLASTN 


NCBI GI 


g20243 


BLAST score 


145 


E value 


1.0e-75 


Match length 


169 


% identity 


95 


NCBI Description 


0. sativa GP28 gene (partial) 


Seq. No. 


402900 


Seq. ID 


LIB3431-058-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g543711 


BLAST score 


191 


E value 


2.0e-18 


Match length 


86 


% identity 


70 



NCBI Description 



14-3-3-LIKE PROTEIN S94 >gi_419796_pir S30927 14-3-3 

protein homolog - rice >gi_303859_dbj_BAA03711_ (D16140) 
brain specific protein [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



402901 

LIB3431-058-P1-K1-E4 

BLASTX 

gl32105 

479 

3.0e-48 
109 
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% identity 

NCBI Description 



m 

vrss 

J: 

o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094 jpir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D0G643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

402902 

LIB3431-058-P1-K1-E5 

BLASTX 

gl32105 

372 

8.0e-36 

90 

82 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

402903 

LIB3431-058-P1-K1-E7 

BLASTX 

g2570511 

244 

7.0e-21 

86 

57 

(AF022738) chlorophyll a-b binding protein [Oryza sativa] 
402904 

LIB3431-058-P1-K1-E8 

BLASTX 

gl32105 

396 

2.0e-59 

133 

86 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) 
precursor (clone. pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



PRECURSOR 



small chain 



51785 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402905 

LIB3431-058-P1-K1-E9 

BLASTX 

g2245020 

212 

7.0e-17 
137 
40 . 

(Z97341) growth regulator like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



402906 

LIB3431-058-P1-K1-F12 

BLASTX 

g3885894 

447 

2.0e-44 

101 

87 

(AF093635) photosystem-1 H subunit GOS5 [Oryza sativa] 
402907 

LIB3431-058-P1-K1-F2 

BLASTX 

g2501189 

313 

3.0e-43 

107 

88 

THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_213014 6_pir S61419 thiamine biosynthetic enzyme thil- 

- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 

402908 

LIB3431-058-P1-K1-F4 

BLASTX 

g2924520 

486 

6.0e-49 

151 

63 

(AL022023) plasma membrane intrinsic protein (SIMIP) 
[Arabidopsis thaliana] 

402909 

LIB3431-058-P1-K1-F8 

BLASTX 

g3126854 

713 

1.0e-75 

133 
98 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
402910 

LIB3431-058-P1-K1-F9 



51786 



Method 


BLASTN 


MPOT r*T 




BLAST score 


34 


E value 


2.0e-09 


Match length 


34 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 2' 


Seq. No. 


402911 


Seq. ID 


LIB3431-058-P1-K1-G1 


Method 


BLASTN 




rr909 69 


BLAST score 


300 


E value 


1.0e-168 


Match length 


328 


% identity 


98 


NCBI Description 


O.sativa light-induced mRNA 


Seq. No. 


402912 


Seq. ID 


LIB3431-058-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


g4581207 


BLAST score 


570 


E value 


6.0e-61 


Match length 


145 


% identity 


81 


NCBI Description 


(Y17 914) cyclic nucleotide ; 



channel [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402913 

LIB3431-058-P1-K1-G12 

BLASTX 

g417260 

416 

1.0e-40 

127 

66 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402914 

LIB3431-058-P1-K1-G3 

BLASTX 

g4538934 

275 

4.0e-24 

102 

53 

(AL049483) putative leucine-rich-repeat protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



402915 

LIB3431-058-P1-K1-G4 

BLASTN 

g3885891 

118 



51787 



pr 3 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score^ 

E value 

Match length 

% identity 

NCBI Description 



9.0e-60 

163 

99 

Oryza sativa photosystem-1 F subunit precursor (PSI-F) 
mRNA, complete cds 

402916 

LIB3431-058-P1-K1-G5 

BLASTX 

g2407279 

277 

6.0e-25 

78 

71 

(AF017362) aldolase [Oryza sativa] 
402917 

LIB3431-058-P1-K1-G7 

BLASTX 

gl36636 

197 

9.0e-20 

54 

88 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 1 (UBIQUITIN-PROTEIN 
LIGASE 1) (UBIQUITIN CARRIER PROTEIN 1) 

>gi_1076424 j>ir S43781 ubiquitin-conjugating enzyme UBC1 - 

Arabidbpsis thaliana >gi_442594_pdb_lAAK_ Ubiquitin 
Conjugating Enzyme (E.C. 6. 3.2 . 19) >gi_2981894_pdb_2AAK_ 
Ubiquitin Conjugating Enzyme From Arabidopsis Thaliana 
>gi_166924 (M62721) ubiquitin carrier protein [Arabidopsis 
thaliana] >gi_431260 (L19351) ubiquitin conjugating enzyme 
[Arabidopsis thaliana] 



Seq. No. 


402918 


Seq. ID 


LIB3431-058-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g3004565 


BLAST score 


230 


E value 


6.0e-25 


Match length 


143 


% identity 


48 


NCBI Description 


(AC003673) putative protein kinase 


Seq. No. 


402919 


Seq. ID 


LIB3431-058-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g!32105 


BLAST score 


550 


E value 


2.0e-56 


Match length 


113 


% identity 


91 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE ■ 



[Arabidopsis thaliana] 



iL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-T, 5-bisphosphate 



51788 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

402920 

LIB3431-058-P1-K1-H12 

BLASTX 

g5916444 

240 

4.0e-20 

120 

40 

(AC007633) putative protein [Arabidopsis thaliana] 
402921 

LIB3431-058-P1-K1-H2 

BLASTX 

g3789954 

607 

•3.0e-63 
120 
95 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] . 

402922 

LIB3431-058-P1-K1-H6 

BLASTX 

g4585882 

446 

2.0e-44 

117 

74 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

402923 

LIB3431-058-P1-K1-H8 

BLASTX 

gl32105 

455 

2.0e-45 

106 

84 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT . C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

402924 

LIB3431-058-P1-K1-H9 



51789 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3913018 

585 

1.0e-60 

118 

100 

FRUCTOSE-BISPHOSPHATE ALDOLASE, 
(ALDP) >gi_218155_dbj_BAA02730_ 
aldolase [Oryza sativa] 



CHLOROPLAST PRECURSOR 
(D13513) chloroplastic 



402925 

LIB3431-058-P1-N1-A1 

BLASTX 

g3355468 

324 

2.0e-38 

106 

85 

(AC004218) putative ribosomal protein L35 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match . length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



402926 

LIB3431-058-P1-N1-A10 

BLASTX 

g2274988 

281 . 

8.0e-25 

96 

55 

(AJ000226) partial sequence, homology to serine 
hydroxymethyltransferases [Hordeum vulgare] 

402927 

LIB3431-058-P1-N1-A11 

BLASTX 

g517500 

311 

1.0e-28 

77 

81 

(M87435K precursor of the oxygen evolving complex 17 kDa 

protein [Zea mays] >gi_444338j?rf 1906386A photosystem II 

OE17 protein [Pisum sativum] 

402928 

LIB3431-058-P1-N1-A12 

BLASTX 

g3345477 

216 

2.0e-17 

40 

100 

(AB016283) carbonic anhydrase [Oryza sativa] 
402929 

LIB3431-058-P1-N1-A2 
BLASTX 



51790 



o 



I 



NCBI GI 

BLAST score 

E value * 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl514643 
168 

3.0e-26 

144 

45 

(Z70524) PDR5-like ABC transporter [Spirodela polyrrhiza] 
402930 

LIB3431-058-P1-N1-A3 

BLASTN 

gll59878 

50 

7.0e-19 

82 
90 

A.fatua mRNA for DNA-binding protein (clone ABF2) 
402931 

LIB3431-058-P1-N1-A4 

BLASTN 

g2072554 

313 

1.0e-175 

313 

100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 

402932 

LIB3431-058-P1-N1-A5 

BLASTN 

g2570510 

131 

2.0e-67 

267 

88 

Oryza sativa chlorophyll a-b binding protein mRNA, complete 
cds - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402933 

LIB3431-058-P1-N1-A7 

BLASTX 

g671740 

431 

2.0e-42 

80 

96 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



402934 

LIB3431-058-P1-N1-B10 

BLASTX 

g3885886 

244 

1.0e-22 
53 



51791 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



86 

(AF093631) 



Rieske Fe-S precursor protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



402935 

LIB3431-058-P1-N1-B11 

BLASTX 

g2582381 

144 

1.0e-08 

31 
87 

(AF021220) ^cation-chloride co-transporter [Nicotiana 
tabacum] 

402936 

LIB3431-058-P1-N1-B12 

BLASTX 

gll5793 

396 

2.0e-38 

78 

95 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE III PRECURSOR 

(CAB) >gi_72749_pir CDBH3 chlorophyll a/b-binding protein 

type III precursor - barley >gi_19023_emb_CAA44881_ 
(X63197) type III LHCII CAB precursor protein [Hordeum 
vulgar e] 

402937 

LIB3431-058-P1-N1-B2 

BLASTX 

g3924605 

227 

8.0e-19 
53 
72 

(AF069442) 
thaliana] 



putative inhibitor of apoptosis [Arabidopsis 



402938 

LIB3431-058-P1-N1-B5 

BLASTX 

gll5813 - 

201 

2.0e-15 

46 

83 

CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE III 
CAB- 8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

402939 

LIB3431-058-P1-N1-B6 

BLASTX 

g4038663 

282 

4.0e-38 



51792 



Match length 

% identity 

NCBI Description 



95 
77 

(AB020929) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
small subunit [Aegilops speltoides] 



5 = e 

•GT - 

h 

! ; 



Seq. No. 


402940 


Seq. ID 


LIB3431-058-P1-N1-B7 


Method 


BLASTN 


NCBI GI 


g21838 


BLAST score 


67 


E value 


3.0e-29 


Match length 


207 


% identity 


84 


NCBI Description 


T.aestivum PRK gene for 


Seq. No. 


402941 


Seq. ID 


LIB3431-058-P1-N1-B8 


Method 


BLASTX 


NCBI GI 


gll5813' * 


BLAST score 


265 


E value 


6.0e-23 


Match length 


97 ' 


% identity 


61 


NCBI Description 


CHLOROPHYLL A-B BINDING 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CAB- 8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

402942 

LIB3431-058-P1-N1-B9 

BLASTX 

gl32105 

396 

2.0e-38 

73 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small ^chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose i, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

402943 

LIB3431-058-P1-N1-C1 

BLASTX 

g2191138 

390 

1.0e-37 

91 

78 

(AF007269) A_IG002N01 . 18 gene product [Arabidopsis 
thaliana] 



Seq. No. 



402944 



51793 



o 

m 

u 

m 



Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-058-P1-N1-C12 
BLASTN 
g3345476 
86 

1.0e-40 
220 
83 

Oryza sativa gene for carbonic anhydrase, complete cds 
402945 

LIB3431-058-P1-N1-C2 
BLASTX 
g483410 
216 

1.0e-21 
76 
79 

(L01496) calmodulin-binding protein [Zea mays] 
402946 

LIB3431-058-P1-N1-C3 
BLASTX 
gll5802 
249 

3.0e-21 
48 
98 

CHLOROPHYLL A-B BINDING PROTEIN 36 PRECURSOR (LHCII TYPE I 
CAB-36) (LHCP) >gi_100311_ j pir_S21827 chlorophyll 
a/b-binding protein (cab-36) - common tobacco 
>gi_19827_emb_CAA41188_ (X58230) chlorophyll a/b binding 
protein [Nicotiana tabacum] 

402947 

LIB3431-058-P1-N1-C4 

BLASTN 

g3789951 

153 . e 

2.0e-80 

233 

92 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein 
complete cds 

402948 

LIB3431-058-P1-N1-C5 

BLASTX 

g4678949 

428 

5.0e-42 

104 

77 

(AL049711) dihydrolipoamide S-acetyltransf erase precursor 
[Arabidopsis thaliana] 



Seq. No. 



402949 



51794 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-058-P1-N1-C9 

BLASTX 

g5816996 

514 

4.0e-52 

116 

85 

(AL110123) ribosomal protein L32-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402950 

LIB3431-058-P1-N1-D10 

BLASTX 

gl617197 

264 

7.0e-23 

71 

68 

(Z72488) CP12 [Nicotiana tabacum] 



S3 



O 



01 
s 



D 
O 

o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402951 

LIB3431-058-P1-N1-D11 

BLASTX 

g3126854 

249 

9.0e-38 

85 

96 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
402952 

LIB3431-058-P1-N1-D12 

BLASTN 

g2267005 

269 

1.0e-149 
341 

98 ^ 

Oryza sativa endosperm lumenal binding protein (BiP) mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402953 

LIB3431-058-P1-N1-D2 

BLASTX 

gl66341 

266 

5.0e-23 

88 

56 

(M98267) alliinase [Allium cepa] >gi_1044969 (L48614) 
allinase [Allium cepa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



402954 

LIB3431-058-P1-N1-D3 

BLASTN 

g4097337 

487 



51795 



E value 
Match length 
% identity 
NCBI Description 



0.0e+00 

495 

100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match- length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



402955 

LIB3431-058-P1-N1-D4 

BLASTN 

g43.8246 

57 

5.0e-23 

77 

94 

S. tuberosum mRNA for glycine hydroxymethyltransf erase 
402956 

LIB3431-058-P1-N1-D6 . 

BLASTX - - 

gl31400 

276 

2.0e-35 

113 

62 

PHOTOS YSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_81471_j>ir S00409 photosystem II 10K protein precursor 

- spinach >gi_170127 (J03887) lOkd polypeptide precursor 
[Spinacia oleracea] 

402957 

LIB3431-058-P1-N1-D7 

BLASTX 

g3334149 

206 

4.0e-22 

64 

91 

MAGNESIUM-CHELATASE SUBUNIT CHLI PRECURSOR 

(MG-PROTOPORPHY.RIN IX CHELATASE) >gi_2323329 (AF014053) Mg 
protoporphyrin chelatase subunit [Nicotiana tabacum] 

402958 

LIB3431-058-P1-N1-D8 

BLASTX 

g693920 

416 

1.0e-40 

80 

97 

(U21113) chlorophyll a/b binding protein [Solanum 
tuberosum] 

402959 

LIB3431-058-P1-N1-E1 

BLASTX 

g400989 

544 



51796 



E value 
Match length 
% identity 
NCBI Description 



1.0e-55 

137 

73 

SOS RIBOSOMAL PROTEIN L24, CHLOROPLAST PRECURSOR (CL24) 

>gi_322771_pir A45113 ribosomal protein L24 precursor - 

common tobacco >gi_170273 (M87838) ribosomal protein L24 
[Nicotiana tabacum] >gi_170324 (M87839) ribosomal protein 
L24 [Nicotiana tabacum] 



Seq. "No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402960 

LIB3431-058-Pl^Nl-E10 

BLASTX 

g482311 

502 

1.0e-50 

99 

99 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_7392 92_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 



y - 

3 

S = 
5 — 

□ 

Q 

Q 



Seq. No. 


402961 


Seq. ID 


LIB3431-058-P1-N1-E12 


Method 


BLASTN 


NCBI GI 


g20243 


BLAST score 


145 


E value 


1.0e-75 


Match length 


169 


% identity 


95 


NCBI Description 


0. sativa GP28 gene (partial) 


Seq. No. 


402962 


Seq. ID 


LIB3431-058-P1-N1-E2 


Method 


BLASTN 


NCBI GI 


g303858 


BLAST score 


. 68 


E value - 


9.0e-30 


Match length 


147 


% identity 


87 


NCBI Description 


Rice mRNA for brain specific 




cds 


Seq. No. 


402963 


Seq. ID 


LIB3431-058-P1-N1-E4 


Method 


BLASTX 


NCBI GI 


g!32105 


BLAST score 


289 


E value 


4.0e-49 


Match length 


97 


% identity 


99 



NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT .C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose .1, 5-bisphosphate carboxylase small subunit [Oryza 



51797 



sativa] >gi_226375 jprf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%- identity 

NCBI Description 



402964 

LIB3431-058-P1-N1-E5 

BLASTX 

gl32105 

325 

2.0e-47 

94 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402965 

LIB3431-058-P1-N1-E7 

BLASTX 

gll5794 

439 

1.0e-66 

134 

92 

CHLOROPHYLL A-B BINDING PROTEIN 13 PRECURSOR (LHCII TYPE 

III CAB-13) >gi_72748_pir CDT033 chlorophyll a/b-binding 

protein type III precursor (cab-13) - tomato 
>gi_19277_emb_CAA42818_ (X60275) LHCII type III 
[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E f value 

Match length 

% identity 

NCBI Description 



402966 

LIB3431-058-P1-N1-F11 

BLASTX 

g2245106 

328 

2.0e-30 

80 

70 

(Z97343) thioesterase like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402967 

LIB3431-058-P1-N1-F12 

BLASTX 

g3885894 

517 

2.0e-52 

115 

87 

(AF093635) photosystem-1 H subunit GOS5 [Oryza sativa] 



Seq. No. 
Seq. ID 



402968 

LIB3431-058-P1-N1-F2 



51798 



H 

01 



1=1 

o 

n 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2501190 

325 

6.0e-30 

85 

81 

THIAMINE BIOSYNTHETIC ENZYME 1-2 PRECURSOR 

>gi_2130147_pir S61420 thiamine biosynthetic enzyme thil-2 

- maize >gi_596080 (U17351) thiamine biosynthetic enzyme 
[Zea mays] 

402969 

LIB3431-058-P1-N1-F3 

BLASTX 

gll5871 

236 

2.0e-31 

103 

60 

[Segment 2 of 2] SERINE CARBOXY PEPTIDASE II CHAINS A AND B 

( C ARB OX Y P E P T I DAS E D) (CPDW-II) (CP-WII) 

>gi_82623_pir B29639 serine-type carboxypeptidase (EC 

3.4.16.1) II B chain - wheat >gi_1421108_pdb_lBCR_B Chain 
B, Complex Of The Wheat Serine Carboxypeptidase, Cpdw-Ii, 
With The Microbial Peptide Aldehyde Inhibitor, Antipain, 
And Arginine At Room Temperature >gi_1421113_pdb_lBCS_B 
Chain B, Complex Of The Wheat Serine Carboxypeptidase, 
Cpdw-Ii, With The Microbial Peptide Aldehyde Inhibitor, 
Chymostatin, And Arginine At 100 Degrees Kelvin 
>gi_226041_prf 1408164B CPase II B [Triticum aestivum] 

402970 

LIB3431-058-P1-N1-F4 

BLASTX 

g3158476 

217 

8.0e-31 

89 

78 

(AF067185) aquaporin 2 [Samanea saman] 
402971 

LIB3431-058-P1-N1-F5 

BLASTX 

g4960154 

318 

4.0e-29 

73 

85 

(AF153283) putative progesterone-binding protein homolog 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



402972 

LIB3431-058-P1-N1-F6 

BLASTN 

g505134 

209 



51799 



o 

m 

U3 



□ 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



1.0e-114 

305 
93 

Rice mRNA for ferredoxin, complete cds 
402973 

LIB3431-058-P1-N1-F8 
BLASTX 

g3126854 ... 
411 

4.0e-54 

113 

96 

"(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
402974 

LIB3431-058-P1-N1-G1 

BLASTX 

g417260 

255 

1.0e-24 

79 

69 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 

402975 

LIB3431-058-P1-N1-G10 

BLASTX 

g517500 

301 

2.0e-27 

89 

70 

(M87435) 
protein 



precursor of the oxygen evolving complex 17 kDa 
[Zea mays] >gi_444338_prf 1906386A photosystem II 



OE17 protein [Pisum sativum] 
402976 

LIB3431-058-P1-N1-G12 

BLASTX 

g417260 

411 

5.0e-40 

128 

66 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 

402977 

LIB3431-058-P1-N1-G4 

BLASTX 

g3885892 

513 

4.0e-52 



51800 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 
100 

(AF093634) photosystem-1 F subunit precursor [Oryza sativa] 
402978 

LIB3431-058-P1-N1-G8 

BLASTX 

g548603 

543 

1.0e-55 

108 

95 

PHOTOS YSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_478404__pir JQ2247 photosystem I chain D precursor - 

barley >gi_167085 (M98254) PSI-D subunit [Hordeum vulgare] 



fifi 



u 

**""" 
«? = 

3 

IP"* 



Seq. No. 


402979 


Seq. ID 


LIB3431-058-P1-N1-G9 


Method 


BLASTX 


NCBI GI 


g3004565 


BLAST score 


188 


E value 


2.0e-18 


Match length 


94 


% identity 




NCBI Description 


(AC003'673) putative protein kinase 


Seq. No. 


402980 


Seq. ID 


LIB3431-058-P1-N1-H11 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


234 


E value 


4.0e-21 


Match length 


70 


% identity 


81 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE 



lLL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length ' 

% identity 

NCBI Description 



402981 

LIB3431-058-P1-N1-H2 

BLASTX 

g3789954 

339 

1.0e-54 

110 

95 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 



Seq. No. 



402982 



51801 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-058-P1-N1-H8 

BLASTX 

gl32105 

482 

2.0e-48 

99 

89 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 
(RUBISCO SMALL SUBUNIT C) >gi_68094_pir_RKRZS9 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 





sativa] >gi 226375 prf 1508256A ribulose bisphosphate 




carboxylase S [Oryza sativa] 


Seq. No. 


402983 


Seq. ID 


LIB3431-058-P1-N1-H9 


Method 


BLASTX 






BLAST score 


206 


E value 


4.0e-16 


Match length 


43 


% identity 


98 


NCBI Description 


(AF017362) aldolase [Oryza sativa] 


Seq. No. 


402984 


Seq. ID 


LIB3431-059-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


gll5787 


BLAST score 


571 


J_J V CI -L LLC 


4 . Oe-59 


Match length 


111 


% identity 


98 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 




CAB-2) (LHCP) >gi 82461 pir S03706 chlorophyll a/b-binding 




protein 2R precursor - rice >gi 20182 emfr CAA32109 




(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 




[Oryza sativa] 


Seq. No. 


402985 


Seq. ID 


LIB3431-059-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g6006871 


BLAST score 


333 


E value 


4.0e-31 


Match length 


126 


% identity 


52 


NCBI Description 


(AC009540) hypothetical protein [Arabidopsis thaliana] 




>gi_6091753_gb_AAF03463.1_AC009327_2 (AC009327) 




hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


402986 


Seq. ID 


LIB3431-059-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g3789952 



51802 





-J U (J 


E value 


1.0e-58 


Match length 


114 


% identity 


98 


NCBI Description 


(AF094775) chlorophyll 




sativa] 


Seq. No. 


402987 


Seq. ID 


LIB3431-059-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


al001355 


BLAST score 


144 


E value 


6.0e-09 


Match length 


60 


% identity 


45 


NCBI Description 


(D64006) auxin-induced 


Seq. No. 


402988 


Seq. ID 


LIB3431-059-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


a3126854 


BLAST score 


578 


E value 


7.0e-60 


Match length 


109 


% identity 


99 


NCBI Description 


(AF061577) chlorophyll 


Seq. No. 


402989 


Seq. ID 


LIB3431-059-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g548774 


BLAST score 


464 


Hi VailiC 




Match length 


109 


% identity 


83 


NCBI Description 


60S RIBOSOMAL PROTEIN : 




protein L7a - rice >gi 




ribosomal protein L7A 


Seq. No. 


402990 


Seq. ID 


LIB3431-059-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


g4469021 


BLAST score 


312 


E value 


2.0e-28 


Match length 


85 


% identity 


71 



NCBI Description (AL035602) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



402991 

LIB3431-059-P1-K1-A9 

BLASTX 

g320618 

643 

2.0e-67 

142 

87 



51803 



NCBI Description 



la? 



PS 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

402992 

LIB3431-059-P1-K1-B1 

BLASTX 

g3860277 

423 

1.0e-41 

96 

84 

(AC005824) putative ribosomal protein L10 [Arabidopsis 
thaliana] >gi_4314394_gb_AAD15604_ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 

402993 

LIB3431-059-P1-K1-B10 

BLASTX 

g2736155 

476 

9.0e-48 

122 

75 

(AF022082) sulfolipid biosynthesis protein [Arabidopsis 
thaliana] >gi_3688184_emb_CAA21212_ (AL031804) sulfolipid 
biosynthesis protein SQD1 [Arabidopsis thaliana] 

402994 

LIB3431-059-P1-K1-B11 

BLASTX 

g2072555 

237 

8.0e-20 
44 

100. 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402995 

LIB3431-059-P1-K1-B12 

BLASTX 

gl352461 

178 

4.0e-15 

93 

49 

IN2-2 PROTEIN 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



402996 

LIB3431-059-P1-K1-B2 

BLASTX 

g6041833 

200 



51804 



tit 

s — 

n 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity . 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



2.0e-15 

123 

38 

(AC009853) unknown protein [Arabidopsis thaliana] 
402997 

LIB3431-059-P1-K1-B3 

BLASTX 

gl31192 

297 

6.0e-27 

97 

65 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT V PRECURSOR 

( PHOTOSYSTEM I 9 KD PROTEIN) (PSI-G) >gi_100606_pir S20937 

photosystem I chain V precursor - barley 

>gi_19091_emb_CAA42727_ (X60158) photosystem I polypeptide 
PSI-G precursor [Hordeum vulgare] 

402998 

LIB3431-059-P1-K1-B4 

BLASTX 

g3618310 

334 

3.0e-31 

97 

67 

(AB001883) zinc finger protein [Oryza sativa] 
402999 

LIB3431-059-P1-K1-B5 

BLASTX 

gl881585 

231 

4.0e-19 

117 

45 

(U72489) remorin [Solanum tuberosum] 
-403000 

LIB3431-059-P1-K1-B6 

BLASTX 

g2293480 

168 

2.0e-12 

48 

73 

(AF011331) glycine-rich protein [Oryza sativa] 
403001 

LIB3431-059-P1-K1-B7 

BLASTX 

g3885894 

402 

3.0e-39 

91 

87 



51805 



NCBI Description 



(AF093635) photos ys t em- 1 H subunit G0S5 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403002 

LIB3431-059-P1-K1-B8 

BLASTX 

gl351270 

562 

7.0e-58 

123 

89 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_478410j?ir JQ2255 triose-phosphate isomerase (EC 

5.3.1.1) - rice >gi_169821 (M87064) triosephosphate 
isomerase [Oryza sativa] 



Seq. No. 


403003 


Seq. ID 


LIB3431-059-P1-K1- 


Method 


BLASTX 


NCBI GI 


g4732091 


BLAST score 


254 


E value 


7.0e-22 


Match length 


69 


% identity 


67 


NCBI Description 


(AF126742) bundle 


Seq. No. 


403004 


Seq. ID 


LIB3431-059-P1-K1-I 


Method 


BLASTN 


NCBI GI 


g3617841 


BLAST score 


190 


E value 


1.0e-103 


Match length 


190 


% identity 


100 


NCBI Description 


Oryza sativa clone 




cds 


Seq. No. 


403005 


Seq. ID 


LIB3431-059-P1-K1-- 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


614 


E value 


6.0e-64 


Match length 


132 


% identity 


88 



NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor {clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375j?rf 1508256A ribulose bisphosphate " 

carboxylase S [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 



403006 

LIB3431-059-P1-K1-C11 
BLASTN 



51806 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID : ~ 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No... 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4218534 
34 

2.0e-09 

46 

93 

Triticum sp. 



mRNA for GRAB1 protein 



403007 

LIB3431-059-P1-K1-C12 

BLASTN 

g3885891 

141 

1.0e-73 

141 

100 

Oryza sativa photosystem-1 
mRNA, complete cds 



F subunit precursor (PSI-F) 



403008 

LIB3431-059-P1-K1-C3 

BLASTX - 

g5734720 

231 

4.0e-19 

138 

43 

(AC008075) Contains PF_01426 BAH (bromo-adj acent homology) 
domain. ESTs gb_N96349, gb_T42710, gb_H77084, gb_AA395147 
and gb_AA605500 come from this gene. [Arabidopsis thaliana] 

403009 

LIB3431-059-P1-K1-C5 

BLASTX 

gl848214 

197 

4.0e-15 

49 

73 

(Y11210) uracil phosphoribosyltransferase [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 

BLAST score . 
E value 



403010 

LIB3431-059-P1-K1-C6 

BLASTX 

g2570511 

625 

2.0e-65 

123 

95 

(AF022738) chlorophyll a-b binding protein [Oryza sativa] 
403011 

L1B3431-059-P1-K1-C8 

BLASTX 

g3885894 

436 

3.0e-43 



51807 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97 
88 

(AF093635) photosystem-1 H subunit G0S5 [Oryza sativa] 
403012 

LIB3431-059-P1-K1-C9 

BLASTX 

g3138799 

603 

1.0e-62 

125 

92 

(AB014058) beta 6 subunit of 20S proteasome [Oryza sativa] 
403013 . 

LIB3431-059-P1-K1-D10 

BLASTX 

g2072555 

237 

8.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi__6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

403014 

LIB3431-059-P1-K1-D11 

BLASTX 

g671740 

695 

2.0e-73 

128 

99 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 

403015 

LIB3431-059-P1-K1-D12 

BLASTX 

g3915826' 

309 

2.0e-28 

67 

93 

60S RIBOSOMAL PROTEIN L5 
403016 

LIB3431-059-P1-K1-D3 

BLASTX 

g548605 

386 

3.0e-37 

80 

95 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 



51808 



d 

5 



y 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 

403017 

LIB3431-059-P1-K1-D4 

BLASTX 

g2407281 

567 

2.0e-58 

109 

98 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

403018 

LIB3431-059-P1-K1-D5 

BLASTX 

gl32105 

576 

1.0e-59 

124 

87 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

403019 

LIB3431-059-P1-K1-D7 

BLASTX 

g3894170 

174 

2.0e-12 

41 

80 

(AC005312) putative glutathione s-transf erase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403020 

LIB3431-059-P1-K1-D8 

BLASTX 

gl32105 

609 

2.0e-63 

131 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 



51809 



carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403021 

LIB3431-059-P1-K1-D9 

BLASTX 

g3914466 

307 

5.0e-28 

63 

92 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
(PSI-N) >gi_2981214 (AF052429) photosystem I complex PsaN 
subunit precursor [Zea mays] 



01 

m 

5 

b 



Seq. No. 


403022 


Seq. ID 


LIB3431-059-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


g3738329 


BLAST score 


237 


E value 


9.0e-20 


Match length 


61 


% identity 


74 


NCBI Description 


(AC005170) unknown protein [Arabidopsis thaliana] 


Seq. No. 


403023 


Seq. ID 


LIB3431-059-P1-K1-E10 


Method 


BLASTN 


NCBI GI 


gl69133 


BLAST score 


60 


E value 


4.0e-25 


Match length 


156 


% identity 


85 


NCBI Description 


Zea mays precursor of the oxygen evolving complex 




protein mRNA, complete cds 


Seq. No. 


403024 


Seq. ID 


LIB3431-059-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


g2407281 


BLAST score 


642 


E value 


2.0e-67 


Match length 


121 


% identity 


98 


NCBI Description 


(AF017363) ribulose 1, 5-bisphosphate carboxylase : 




subunit [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



403025 

LIB3431-059-P1-K1-E2 

BLASTX 

g548603 

271 

5.0e-28 

115 

65 



51810 



NCBI Description 



PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_478404_pir JQ2247 photosystem I chain D precursor - 

barley >gi_167085 (M98254) PSI-D subunit [Hordeum vulgare] 



Seq. No. 


403026 


Seq. ID 


LIB3431-059-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


g2198851 


BLAST score 


794 


E value 


5.0e-85 


Match length 


155 


% identity 


97 


NCBI Description 


(AF007785) cystathionine < 


Seq. No. 


403027 


Seq. ID 


LIB3431-059-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


gl235664 


BLAST score 


631 


E value 


6.0e-66 


Match length 


131 


% identity 


59 


NCBI Description 


(U37936) novel calmodulin- 




>gi_3171148 (AF064456) ca: 




sativa subsp. indica] 


Seq. No. 


403028 


Seq. ID 


LIB3431-059-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


gl33999 


BLAST score 


378 


E value 


2.0e-36 


Match length 


79 


% identity 


97 


NCBI Description 


CHLOROPLAST 30S RIBOSOMAL 



ribosomal protein S7 - rice chloroplast 
>gi_12037_emb_CAA33942_ (X15901) ribosomal protein S7 
[Oryza sativa] >gi_12065_emb_CAA33919_ (X15901) ribosomal 

protein S7 [Oryza sativa] >gi_226657_prf 1603356CH 

ribosomal protein S7 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403029 

LIB3431-059-P1-K1-E7 

BLASTX 

gl835731 

520 

4.0e-53 

99 

99 

(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



403030 

LIB3431-059-P1-K1-E9 

BLASTX 

g733454 

519 



51811 



E value 
Match length 
% identity 
NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-53 

121 

82 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

403031 

LIB3431-059-P1-K1-F1 

BLASTX 

gll73347 

593 

2.0e-61 

130 
91 

SED0HEPTUL0SE-1,7-BISPH0SPHATASE, CHLOROPLAST PRECURSOR 
( SEDOHEPTULOSE-BI SPHOS PHATASE ) ( SBPASE ) ( SED { 1 , 7 ) P2ASE ) 

>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265_emb_CAA4 6507_ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403032 

LIB3431-059-P1-K1-F10 

BLASTX 

g3288821 

484 

9.0e-49 

132 

72 

(AF063901) alanine :glyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 
>gi_4733989_gb_AAD28669.1_AC007209_5 (AC007209) 
alanine-glyoxylate aminotransferase [Arabidopsis thaliana] 



Seq. No. 


403033 


Seq. ID 


LIB3431-059-P1-K1-F11 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


35 


E value 


4.0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


403034 


Seq. ID 


LIB3431-059-P1-K1-F12 


Method 


BLASTN 


NCBI GI 


gl245938 


BLAST score 


35 


E value 


4.0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


rabClC-2 beta=chloride channel C1C-2G 




heart atrium, mRNA, 2998 nt] 


Seq. No. 


403035 


Seq. ID 


LIB3431-059-P1-K1-F3 



51812 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl800227 

246 

6.0e-21 

67 . 
60 

(U76004) 



Bowman-Birk proteinase inhibitor [Oryza sativa] 



403036 

LIB3431-059-P1-K1-F4 

BLASTX 

gll5787 

519 

7.0e-53 

120 

87 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_824 61_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

403037 

LIB3431-059-P1-K1-F5 

BLASTX 

gl32105 

395" 

2.0e-38 

73 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375 j?rf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

403038 

LIB3431-059-P1-K1-F6 

BLASTN 

g3819345 

60 

7.0e-25 

168 

84 

Horde um vulgare genomic DNA fragment; clone MWG0803 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



403039 

LIB3431-059-P1-K1-G2 

BLASTX 

gl32105 

429 

2.0e-42 
104 



51813 



% identity 

NCBI Description 



82 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small . subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



ax: 



h 



Seq. No. 


403040 


Seq. ID 


LIB3431-059-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g3450889 


BLAST score 


207 


E value 


2.0e-16 


Match length 


96 


% identity 


69 


NCBI Description 


(AF083890) 19S proteosome subunit 9 [Arabidopsis 


Seq. No. 


403041 


Seq. ID 


LIB3431-059-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g3264767 


BLAST score 


183 


E value 


2.0e-13 


Match length 


59 


% identity 


54 


NCBI Description 


(AF071893) AP2 domain containing protein [Prunus 


Seq. No. 


403042 


Seq. ID 


LIB3431-059-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


gl00796 


BLAST score 


650 


E value 


3.0e-68 


Match length 


132 


% identity 


92 


NCBI Description 


phosphoribulokinase (EC 2.7.1.19) - wheat 


Seq. No. 


403043 


Seq. ID 


LIB3431-059-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


g3345477 - 


BLAST score 


179 


E value 


2.0e-13 


Match length 


63 


% identity 


59 


NCBI Description 


(AB016283) carbonic anhydrase [Oryza sativa] 


Seq. No. 


403044 


Seq. ID 


LIB3431-059-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g21693 


BLAST score 


308 


E value 


9.0e-29 



51814 



Match length 


67 


% identity 


82 


NCBI Description 


(X66012) cathepsin B [Triticum aestivum] 


Seq. No. 


403045 


Seq. ID 


LIB3431-059-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g4567283 


BLAST score 


270 


E value 


8.0e-24 


Match length 


125 


% identity 


46 


NCBI Description 


(AC006841) unknown protein [Arabidopsis thaliana] 


Seq. No. 


403046 


Seq. ID 


LIB3431-059-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g2582822 




213 


E value 


6.0e-17 


Match length 


53 


% identity 


74 


NCBI Description 


(Y09987) CDSP32 protein (Chloroplast Drought-induced 




Protein of 32kDa) [Solanura tuberosum] 


Seq. No. 


403047 


Seq. ID 


LIB34 31-05 9-P1-K1-H4 


Method r 


BLASTX 


NCBI GI 


gll5772 


BLAST score 


298 


E value 


1.0e-34 


Match length 


96 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity ' 



83 

CHLOROPHYLL A-B BINDING PROTEIN 1 PRECURSOR (LHCII TYPE I 

CAB-1) (LHCP) >gi_82460_pir S03705 chlorophyll a/b-binding 

protein 1R precursor - rice >gi_20178_emb_CAA32108_ 
(X13908) chlorophyll a/b-binding preprotein (AA -31 to 235) 
[Oryza sativa] 

403048 

LIB3431-059-P1-K1-H5 

BLASTX 

g871931 

281 

4.0e-25 

77 

78 

(D30763) ferredoxin [Oryza sativa] 
403049 

LIB3431-059-P1-K1-H7 

BLASTX 

gl31773 

583 

2.0e-60 

122 

97 



51815 



NCBI Description 



40S RIBOSOMAL PROTEIN S14 (CLONE MCH2) 

>gi_82724_pir B30097 ribosomal protein S14 (clone MCH2) - 

maize 



Seq. No. 


403050 


Seq. ID 


LIB3431-059-P1-K1-H8 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


.38 


E value 


9.0e-12 


Match length 


49 


% identity 


66 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


403051 


Seq. ID 


LIB3431-059-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


g3894197 


BLAST score 


346 


E value 


1.0e-32 


Match length 


139 


% identity 


49 


NCBI Description 


(AC005662) hypothetical protein [Arabidopsis 


Seq. No. 


403052 


Seq. ID 


LIB3431-059-P1-N1-A1 


Method- 


BLASTX 


NCBI GI 


,gll5813 


BLAST score 


257 


E value 


3.0e-22 


Match length 


61 


% identity 


82 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR 




CAB-8) >gi 19182 emb CAA33330 (X15258) Type 



chlorophyll a/b-binding protein [Lycopersicon esculentum] 



Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403053 

LIB3431-059-P1-N1-A10 

BLASTX 

g421916 

190 

2.0e-14 

36 

97 

chlorophyll a/b-binding protein - English ivy (fragment) 
>gi_12582_emb_CAA48410_ (X68333) light harvesting 
chlorophyll a /b binding protein [Hedera helix] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403054 

LIB3431-059-P1-N1-A12 

BLASTN 

g3789951 

160 

1.0e-84 

362 

99 

Oryza sativa chlorophyll a/b-binding protein presursor 



51816 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity. 

NCBI Description 



(Cab27) mRNA, nuclear gene . encoding chloroplast protein, 
complete cds 

403055 

LIB3431-059-P1-N1-A2 

BLASTX 

gl001355 

192 

1.0e-14 

57 

61 

(D64006) auxin-induced protein [Synechocystis sp.] 
403056 

LIB3431-059-P1-N1-A3 

BLASTX 

g3126854 

211 

1.0e-19 

66 

79 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
403057 

LIB3431-059-P1-N1-A4 

BLASTX 

g548774 

267 

2.0e-23 

69 

80 

60S RIBOSOMAL PROTEIN L7A >gi_542158_pir S38360 ribosomal 

protein L7a - rice >gi_303855_dbj_BAA02156_ (D12631) 
ribosomal protein L7A [Oryza sativa] 

403058 

LIB3431-059-P1-N1-A6 

BLASTX 

g4469021 

287 

l".0e-25 • - 

71 

76 

(AL035602) hypothetical protein [Arabidopsis thaliana] 
403059 

LIB3431-059-P1-N1-A9 

BLASTX 

g289920 

329 

1.0e-30 

63 

100 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 



403060 



51817 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-059-P1-N1-B1 

BLASTX 

g3860277 

167 

1.0e-ll 

32 

100 

(AC005824) putative ribosomal protein L10 [Arabidopsis 
thaliana] >gi_4314394_gb_AAD15604_ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403061 

LIB3431-059-P1-N1-B11 

BLASTN 

g2072554 

321 

0.0e+00 

321 

100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



m 


Seq. No. 


403062 




Can T n 

oeq. iu 


T TR^4^1- ORQ — PI —Ml — R9 


=c 


Method 


BLASTX 


o 


. NCBI GI 


g6041833 




BLAST score 


151 


m 


E value 


9.0e-10 




Match length 


85 




% identity 


42 




NCBI Description 


(AC009853) unknown protein 




Seq. No. 


403063 


O 


Seq. ID 


LIB3431-059-P1-N1-B3 




Method 


BLASTN 




NCBI GI 


gl9090 




BLAST score 


45 




E value 


5.0e-16 




Match length 


65 




% identity 


92 




NCBI Description 


H.vulgare PsaG mRNA 




Seq. No. 


403064 




Seq. ID 


LIB3431-059-P1-N1-B4 




Method 


BLASTX 




NCBI GI 


g3618310 




BLAST score 


317 




E value 


3.0e-29 




Match length 


61 




% identity 


100 




NCBI Description 


(AB001883) zinc finger prot< 




Seq. No. 


403065 




Seq. ID 


LIB3431-059-P1-N1-B6 




Method 


BLASTN 




NCBI GI 


g2624325 




BLAST score 


224 



51818 



E value 
Match length 
% identity 
NCBI Description 



1.0e-123 

248 

98 

Oryza sativa mRNA for glycine-rich RNA-binding protein 
(OsGRPl) 



m 



Seq. No. 


403066 


Seq. ID 


LIB3431-059-P1-N1-B7 


Method 


BLASTX 


NCBI GI 


g3885894 


BLAST score 


193 


E value 


1.0e-14 


Match length 


53 


% identity 


75 


NCBI Description 


(AF093635) photosystem-1 ] 


Seq. No. 


403067 


Seq. ID 


LIB3431-059-P1-N1-B8 


Method 


BLASTX 


NCBI GI 


gl351270 


BLAST score 


195 


E value 


6.0e-15 


Match length 


48 


% identity 


85 


NCBI Description 


TRIOSEPHOSPHATE ISOMERASE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_478410_pir JQ2255 triose-phosphate isomerase (EC 

5.3.1.1) - rice >gi_169821 (M87064) triosephosphate 
isomerase [Oryza sativa] 

403068 

LIB3431-059-P1-N1-C1 

BLAST N 

g3617841 

186 

1.0e-100 

190 

99 

Oryza sativa clone F14605 calmodulin (CaMl) mRNA, complete 
cds . 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403069 

LIB3431-059-P1-N1-C10 

BLASTX 

g347451 

197 

3.0e-15 

37 
100 

(L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 
sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



403070 

LIB3431-059-P1-N1-C12 

BLASTX 

g3885892 

266 

3.0e-23 



51819 



Match length 

% identity 

NCBI Description 



53 
100 

(AF093634) photosystem-1 F subunit precursor [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403071 

LIB3431-059-P1-N1-C2 

BLASTN 

g4079797 

39 

2.0e-12 

71 

89 

Oryza sativa 23 kDa polypeptide of photosystem II mRNA, 
complete cds 



s 



Seq. No. 


403072 






Seq. ID 


LIB3431-059-P1-N1-C6 






Method 


BLASTX 






NCBI GI 


g2570511 






BLAST score 


163 






E value 


3.0e-22 






Match length 


67 






% identity 


78 






MpRT Do c r" 1 r* "i 7"\t* "i on 




a— b hi nrfi nn 


prot < 


Seq. No. 


403.073 






Seq. ID 


LIB3431-059-P1-N1-C7 






Method 


BLASTN 






NCBI GI 


g20262 






BLAST score 


126 






E value 


2.0e-64 






Match length 


194 






% identity 


91 








0. sativa light-induced 


mRNA 




Seq. No. 


403074 






Seq. ID 


LIB3431-059-P1-N1-C8 






Method 


BLASTX 






NCBI GI 


g3885894 






BLAST score 


193 






E value 


1.0e-14 






Match length 


53 






% identity 


75 






NCBI Description 


(AF093635) photosystem- 


-1 H subunit 


GOS5 


Seq. No. 


403075 






Seq. ID 


LIB3431-059-P1-N1-C9 






Method 


BLASTX 






NCBI GI 


g3138799 






BLAST score 


263 






E value 


7.0e-23 






Match length 


60 






% identity 


87 






NCBI Description 


(AB014058) beta 6 subunit of 20S protea; 


Seq. No. 


403076 






Seq. ID 


LIB3431-059-P1-N1-D10 







51820 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2072554 

380 

0.0e+00 

380 

100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403077 

LIB3431-059-P1-N1-D11 

BLASTX 

g671740 

243 

1.0e-20 

47 

100 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



m 

ffs 

D 

Li 

Si 

S 

O 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403078 

LIB3431-059-P1-N1-D12 

BLASTX 

g3915826 

202 

9.0e-16 

41 

100 

60S RIBOSOMAL PROTEIN L5 
403079 

LIB3431-059-P1-N1-D3 

BLASTX 

g548605 

386 

2.0e-37 

80 

95 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 

403080 

LIB3431-059-P1-N1-D4 

BLASTX 

gl32105 

526 

1.0e-53 

95 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 



51821 



Seq. No. 

Seq. ID 

Method 

NCBI. GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

403081 

LIB3431-059-P1-N1-D5 

BLASTX 

g347451 

248 

4.0e-21 

48 

100 

(L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403082 

LIB3431-059-P1-N1-D7 

BLASTX 

g3894171 

252 

1.0e-21 
67 
70 

(AC005312) 
thaliana] 



putative glutathione s-transf erase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403083 

LIB3431-059-P1-N1-D8 

BLASTX 

g347451 

248 

4.0e-21 

48 

100 

(L22155) 
sativa] 



ribulose 1, 5-bisphosphate carboxylase [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403084 

LIB3431-059-P1-N1-D9 

BLASTX 

g3914466 

163 

2.0e-ll 

46 

67 

PHOTOS YSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
(PSI-N) >gi_2981214 (AF052429) photosystem I complex PsaN 
subunit precursor [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



403085 

LIB3431-059-P1-N1-E10 

BLASTX 

g517500 

378 

2.0e-36 
91 



51822 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



81 

(M87435) precursor of the oxygen evolving complex 17 kDa 

protein [Zea mays] >gi_444338_j?rf 1906386A photosystem II 

0E17 protein [Pisum sativum] 

403086 

LIB3431-059-P1-N1-E11 

BLASTN 

g218209 

149 

4.0e-78 

316 

97 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

POSSS2106 

403087 

LIB3431-059-P1-N1-E2 
BLASTX 
,g548603 
366 

5.0e-35 

72 

96 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_478404_pir JQ2247 photosystem I chain D precursor - 

barley >gi_167085 (M98254) PSI-D subunit [Hordeum vulgare] 



Seq. No. 


403088 


Seq. ID 


LIB3431-059-P1-N1-E4 


Method 


BLASTX 


NCBI GI 


g2198853 


BLAST score 


355 


E value 


9.0e-34 


Match length 


82 


% identity 


80 


NCBI Description 


(AF007786) cystathionine gamma -synthase [Zea 


Seq. No. 


403089 


Seq. ID 


LIB3431-059-P1-N1-E5 


Method 


BLASTN 


NCBI GI 


gl235663 


BLAST score 


253 


E value 


1.0e-140 


Match length 


261 


% identity 


99 


NCBI Description 


Oryza sativa clone pFDRSC61 novel calmodulin 




mRNA, . complete cds 


Seq. No. 


403090 


Seq. ID 


LIB3431-059-P1-N1-E6 


Method 


BLASTX 


NCBI GI 


gll73275 


BLAST score 


425 * 


E value 


7.0e-42 



51823 



Match length 

% identity 

NCBI Description 



102 
86 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S7 

>gi_2119068_pir S58630 ribosomal protein S7 - maize 

chloroplast >gi_902274_emb_CAA60339_ (X86563) ribosomal 
protein S7 [Zea mays] >gi_902298_emb_CAA60362_ (X86563) 
ribosomal protein S7 [Zea mays] 



Seq. No. 


403091 


Seq. ID 


LIB3431-059-P1-N1-E7 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


286 


E value 


1.0e-25 


Match length 


65 


% identity 


85 


NCBI Description 


(U86018) photosystem 


Seq. No. 


403092 


Seq. ID 


LIB3431-059-P1-N1-E9 


Method 


BLASTX 


NCBI GI 


g733454 


BLAST score 


232 


E value 


3.0e-19 


Match length 


48 


% identity 


94 


NCBI Description 


(U23188) chlorophyll 




[Zea mays] 



p 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403093 

LIB3431-059-P1-N1-F1 

BLASTX 

gll73347 

216 

2.0e-17 

47 

94 

SEDOHEPTULOSE-l,7-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 
( SEDOHEPTULOSE-BISPHOSPHATASE ) ( SBPASE ) { SED (1,7) P2ASE ) 

>gi__100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265_emb_CAA4 6507_ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



403094 

LIB3431-059-P1-N1-F10 

BLASTX 

g2754849 

199 

2.0e-15 

45 

87 

(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 

403095 

LIB3431-059-P1-N1-F4 



51824 



Method 

NCBI GI ■ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3036951 

199 

9.0e-19 

52 
98 

(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

403096 

LIB3431-059-P1-N1-F5 . 

BLASTX 

g671740 

336 

2.0e-31 

64 

95 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 

403097 

LIB3431-059-P1-N1-F7 

BLASTN 

96O68I6 

306 

1.0e-172 

326 

98 

Oryza sativa chloroplast carbonic anhydrase mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403098 

LIB3431-059-P1-N1-F8 

BLASTX 

g517500 

378 

2.0e-36 

91 

81 

(M87435) precursor of the oxygen evolving complex 17 kDa 

protein [Zea mays] >gi_444338_prf 1906386A photosystem II 

0E17 protein [Pisum sativum] 

403099 

LIB3431-059-P1-N1-G11 

BLASTX 

g4079798 

326 

3.0e-30 

65 

97 

(AF052203) 23 kDa polypeptide of photosystem II [Oryza 
sativa] 



Seq. No. 
Seq. ID 
Method 



403100 

LIB3431-059-P1-N1-G2 
BLASTX 



51825 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g347451 
248 

4.0e-21 

48 

100 

(L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403101 

LIB3431-059-P1-N1-G3 

BLASTX 

gll5787 

329 

1.0e-30 

63 

100 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

403102 

LIB3431-059-P1-N1-G7 

BLASTX 

g3450889 

279 

9.0e-25 

63 

86 

(AF083890) 19S proteosome subunit 9 [Arabidopsis thaliana] 
403103 

LIB3431-059-P1-N1-G9 

BLASTX 

g21839 

163 

3.0e-ll 

35 

94 

(X57 952) phosphoribulokinase [Triticum aestivum] 
403104 

LIB3431-059-P1-N1-H1 

BLASTX 

g4455232 

151 

9.0e-10 

36 

75 

(AL035523) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



403105 

LIB3431-059-P1-N1-H10 

BLASTX 

g3345477 

172 



51826 



E value 


3.0e-12 


Match length 


32 


% identity 


97 


NCBI Description 


(AB016283) carbonic anhydrase [Oryza sativa] 


Seq. No. 


403106 


Seq. ID 


LIB3431-059-P1-N1-H11 


Method 


BLASTX 


NCBI GI 


g21699 


BLAST score 


351 


E value 


3.0e-33 


Match length 


76 


% identity 


86 


NCBI Description 


(X66013) cathepsin B [Triticum aestivum] 


Seq. No. 


403107 


Seq. ID 


LIB3431-059-P1-N1-H3 


Method 


BLASTX 


NCBI GI 


g3510256 


BLAST .score 


190 


E value 


2.0e-14 


Match length 


40 


% identity 


82 


NCBI Description 


(AC005310) unknown protein [Arabidopsis thai 


Seq. No. 


403108 


Seq. ID 


LIB3431-059-P1-N1-H4 


Method 


BLASTX 


NCBI GI 


g4512125 


BLAST score 


181 


E value 


3.0e-13 


Match length 


34 


% identity 


100 


NCBI Description 


(AF133340) putative chlorophyll a/b-binding ] 




[Phalaenopsis sp. 1 KCbutterf ly 1 ] 


Seq. No. 


403109 


Seq. ID 


LIB3431-059-P1-N1-H5 


Method 


BLASTX 


NCBI GI 


g871931 


BLAST score 


144 


E value 


2.0e-13 


Match length 


43 


% identity 


95 


NCBI Description 


(D30763) ferredoxin [Oryza sativa] 


Seq. No. 


403110 


Seq. ID 


LIB3431-059-P1-N1-H7 


Method 


BLASTX 


NCBI GI 


gl31773 


BLAST score 


246 


E value 


6.0e-21 


Match length 


65 


% identity 


83 


NCBI Description 


40S RIBOSOMAL PROTEIN S14 (CLONE MCH2) 




>gi_82724_pir B30097 ribosomal protein S14 




maize 



(clone MCH2) - 



51827 





Seq. No. 


403111 




Seq. ID 


■LIB3431-060-Pl-Kl-rAll 




Method 


BLASTX 




NCBI GI 


g417260 




BLAST score 


381 




E value 


1.0e-36 




Match length 


121 




% identity 


64 




NCBI Description 


LIGHT REGULATED. PROTEIN PRECURSOR >gi 422003 pir S33632 






lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 






light-regulated gene [Oryza sativa] 




Seq. No. 


403112 




Seq. ID 


LIB3431-060-P1-K1-A12 




Method 


BLASTX 




NCBI GI 


g729668 






251 




E value 


2.0e-21 


G 

y3 


Match length 


73 


% identity 


62 


fft 


NCBI Description 


HISTONE HI >gi_2147479_pir^_S'65059 histone HI, 


ft* 




drought-inducible - Lycopersicon pennellii >gi_4 36823 


■P 




(U01890) Solanum pennellii histone HI [Solanum pennellii] 


□ 


Seq. No. 


403113 


ffi 


Seq. ID 


LIB3431-060-P1-K1-A2 


Method 


BLASTX 




NCBI GI 


g3201632 


«■ 


BLAST score 


223 


e"" - " 


E value 


3.0e-18 


iT^ 


Match length 


112 




% identity 


40 




NCBI Description 


(AC004 669) putative 2A6 protein [Arabidopsis thaliana] 


5 


Seq. No. 


403114 




Seq. ID 


LIB3431-060-P1-K1-A3 




Method 


BLASTX 




NCBI GI ' 


a733454 




BLAST score 


417 




E value 


5.0e-41 




Match length 


101 




% identity 


79 




NCBI Description 


(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 






[Zea mays] 




Seq. No. 


403115 




Seq. ID 


LIB3431-060-P1-K1-A4 




Method 


BLASTX 




NCBI GI 


g4098250 




BLAST score 


161 




E value 


7.0e-ll 




Match length 


69 




% identity 


42 




NCBI Description 


(U7 6611) similar to Solanum tuberosum ci21A gene product 



encoded by the sequence presented in GenBank Accession 
Number U76610 [Solanum tuberosum] 



51828 



Seq. No. 


403116 


Seq. ID 


LIB3431-060-P1-K1-A5 




BLASTX 


NCBI GI 


g5262202 


BLAST score 


220 


E value 


8.0e-18 


Match length 


127 


% identity 


39 


NCBI Description 


(AL080252) nodulin-like protein [Arabidopsis thaliana] 


Seq. No. 


403117 


Seq. ID 


LIB3431-060-P1-K1-A6 


Method 


BLASTX 




a671740 


BLAST score 


280 


E value 


8.0e-25 


Match length 


49 


% identity 


100 


NCBI Description 


(X84730) ribulose-bisphosphate carboxylase [synthetic 




construct] 


Seq. No. 


403118 


Seq. ID 


LIB3431-060-P1-K1-A7 


Mpfhnd 


RT.ASTX 


NCBI GI 


g2673914 


BLAST score 


287 


E value 


1.0e-25 


Match length 


122 


% identity 


47 


NCBI Description 


(AC002561) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


403119 


Seq. ID 


LIB3431-060-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


g3201612 


BLAST score 


153 


E value 


5.0e-10 


Match length 


60 


% identity 


50 


NCBI Description 


(AC004669) putative 2A6 protein [Arabidopsis thaliana] 


Seq. No. 


403120 


Seq. ID 


LIB3431-060-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


g2570511 


BLAST score 


637 


E value 


1.0e-66 


Match length 


120 


% identity 


99 


NCBI Description 


(AF022738) chlorophyll a-b binding protein [Oryza sativa] 


Seq. No. 


403121 


Seq. ID 


LIB3431-060-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


gll5787 


BLAST score 


481 



51829 



E value 
Match length 
% identity 
NCBI Description 



2.0e-48 

112 

86 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461j?ir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403122 

LIB3431-060-P1-K1-B7 
BLASTX 
g320618 
510 

8.0e-52 
113 
86 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza "sativa] 

>gi_227611j?rf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 

type I light-harvesting 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403123 

LIB3431-060-P1-K1-B9 

BLASTX 

g3023816 

592 

2.0e-61 

115 

98 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
>gi_968996 (U31676) glyceraldehyde-3-phosphate 
dehydrogenase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403124 

LIB3431-060-P1-K1-C1 

BLASTX 

g3885888 

348 

8.0e-33 

113 

67 

(AF093632) high mobility group protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403125 

LIB3431-060-P1-K1-C10 

BLASTX 

g5091623 

295 

1.0e-26 

75 
69 

(AC007454) Similar to gb_U93048 somatic embryogenesis 
receptor-like kinase from Daucus carota, contains 4 
PF_00560 Leucine Rich Repeat domains and a PF_00069 
Eukaryotic protein kinase domain. [Arabidopsis thaliana] 



51830 



Seq. No. 


403126 


Seq. ID 


LIB3431-060-P1-K1-C11 




BLASTX 


NCBI GI 


g2980641 


BLAST score 


174 


E value 


2.0e-12 


Match length 


76 


% identity . 


50 


NCBI Description 


(Y11250) multi resistai 


Seq. No. 


403127 


Seq. ID 


LIB3431-060-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


a3789954 


BLAST score 


610 


E value 


1.0e-63 


Match length 


113 


% identity 


100 


NCBI Description 


(AF094776) chlorophyll 




sativa] 


Seq. No. 


403128 


Seq. ID 


LIB3431-060-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 


E value 


7.0e-20 


Match length 


44 


% identity 


100 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity. 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

403129 

LIB3431-060-P1-K1-C6 

BLASTX 

g3885886 

632 

3.0e-66 

123 

100 

(AF093631) Rieske Fe-S precursor protein [Oryza sativa] 
403130 

LIB3431-060-P1-K1-C7 

BLASTX 

g4200165 

563 

5.0e-58 

134 

79 

(Y16262) neutral inyertase [Daucus carota] 
403131 

LIB3431-060-P1-K1-C8 
BLASTX 



51831 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2244867 
.261 
1.0e-22 
138 
39 

(Z97337) hydroxynitrile lyase like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403132 

LIB3431-060-P1-K1-D2 

BLASTX 

g266567 

548 

3.0e-56 

144 

72 

MITOCHONDRIAL PROCESSING PEPTIDASE ALPHA SUBUNIT PRECURSOR 
(ALPHA-MPP) ( UBIQUINOL-CYTOCHROME C REDUCTASE SUBUNIT II) 

>gi_421956__pir S23558 mitochondrial processing peptidase 

(EC 3.4.99.41) alpha chain precursor - potato 

>gi_214 93_emb_CAA46990_ (X66284) mitochondrial processing 

peptidase [Solanum tuberosum] 

403133 

LIB3431-060-P1-K1-D3 

BLASTX 

g4098647 

652 

2.0e-68 

131 

88 

(U80668) homogentisate 1, 2-dioxygenase 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403134 

LIB3431-060-P1-K1-D4 

BLASTX 

g733454 

431 

1.0e-42 

103 

81 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 



403135 

LIB3431-060-P1-K1-D5 

BLASTX 

g548605 

534 

1.0e-54 

133 

82 

PHOTOSYSTEM I REACTION CENTRE 
(LIGHT-HARVESTING COMPLEX I 7 



SUBUNIT X PRECURSOR 
KD PROTEIN) (PSI-K) 



>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 



51832 



[Horde urn vulgar e] 



m 
Co 

O 



Q 



Seq. No. „ 


403136 


Seq. ID 


LIB3431-060-P1-K1-D7 


MrI" hod 


BLASTN 


NCBI GI 


g20239 


BLAST score 


141 


E value 


3.0e-73 


Match length 


169 


% identity 


96 


NCBI Description 


O.sativa (rice) shoot-specific GOS5 gene : 




chloroplast transit peptide 


Seq. No. 


403137 


Seq. ID 


LIB3431-060-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


g4587579 


BLAST score 


251 


E value 


2.0e-21 


Match length 


143 


% identity 


35 


NCBI Description 


(AC006550) F10O3.1 [Arabidopsis thaliana] 


Seq. No. 


403138 


Qpn TD 


LIB3431-060-P1-K1-D9 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


36 


E value 


4.0e-ll 


Match length 


44 


% identity 


64 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


403139 


Seq. ID 


LIB3431-060-P1-K1-E1 


J- 1 LllvU 


BLASTX 


NCBI GI 


g4559358 


BLAST score 


341 


E value 


5.0e-32 


Match length 


97 


% identity 


63 


NCBI Description 


(AC006585) putative steroid binding prote: 




thaliana] 


Seq. No. 


403140 


ID 


LIB3431-060-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


gl488297 


BLAST score 


190 


E value 


3.0e-14 


Match length 


132 


% identity 


36 


NCBI Description 


(U63530) osRAD23 [Oryza sativa] 


Seq. No. 


403141 


Seq. ID 


LIB3431-060-P1-K1-E2 


Method 


BLASTX 



a putative 



51833 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll5787 
498 

2.0e-50 

117 

86 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

403142 

LIB3431-060-P1-K1-E3 

BLASTX 

g4127456 

244 

1.0e-20 

62 

76 

(AJ010818) Cpn21 protein [Arabidopsis thaliana] 
403143 

LIB3431-060-P1-K1-E4 

BLASTX 

g3288821 

490 

2.0e-49 

117 

79 

(AF063901) alanine :glyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 
>gi_4733989_gb_AAD28669.1_AC007209_5 (AC007209) 
alanine-glyoxylate aminotransferase [Arabidopsis thaliana] 

403144 

LIB3431-060-P1-K1-E5 

BLASTX 

g2754849 

175 

1.0e-12 

39 

87 

(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 

403145 

LIB3431-060-P1-K1-E7 

BLASTX 

g320618 

500 

1.0e-50 

111 

86 

chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 
>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 



51834 



[Oryza sativa] 



Seq. No. 


403146 


Seq. ID 


LIB3431-060-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


a2995990 


BLAST score 


205 


E value 


4.0e-16 


Match length 


102 


% identity 


44 


NCBI Description 


(AF053746) dormancy-associated protein [Arabidopsis 




thaliana] >gi_2995992 (AF053747) dormancy- associated 




protein [Arabidopsis thaliana] 


Seq. No. 


403147 


Sea ID 


LIB3431-060-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g3068713 


BLAST score 


549 


E value 


2.0e-56 


Match length 


139 


% identity 


76 


NCBI Description 


(AF04 9236) unknown [Arabidopsis thaliana] 


Seq. No. 


403148 


Seq. ID 


LIB3431-060-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


g4507223 


BLAST score 


215 


E value 


2.0e-27 


Mstph lpnn"t"h 


95 


% identity 


71 


NCBI Description 


signal recognition particle receptor ( 'docking protein' ) 




>gi 134892 sp P08240 SRPR HUMAN SIGNAL RECOGNITION PARTICLE 




RECEPTOR ALPHA SUBUNIT (SR-ALPHA) (DOCKING PROTEIN ALPHA) 




(DP-ALPHA) >gi 88607jpir A29440 signal recognition 




particle receptor - human >gi_308 66_emb_CAA29608_ (X06272) 




docking protein [Homo sapiens] 


Seq. No. 


403149 


Seq. ID 


LIB3431-060-P1-K1-F4 


Method 


BLASTN 


NCBI GI 


g2062705 


BLAST score 


35 


E value 


5-0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


Human butyrophilin (BTF5) mRNA, complete cds 


Seq. No. 


40315.0 


Seq. ID 


LIB3431-060-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


g3789952 


BLAST score 


516 


E value 


1.0e-52 


Match length 


103 


% identity 


98 



51835 



NCBI Description 



(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
\E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403151 

LIB3431-060-P1-K1-F6 

BLASTX 

g3386621 

593 

2.0e-61 

141 

81 

(AC004665) unknown protein [Arabidopsis thaliana] 
403152 

LIB3431-060-P1-K1-F7 

BLASTX 

g2281649 

198 

3.0e-15 

42 

81 

(AF003105) A&2 domain containing protein RAP2.12 
[Arabidopsis thaliana] 

403153 

LIB3431-060-P1-K1-F8 

BLASTN 

gl69133 

40 

5.0e-13 

132 

83 

Zea mays precursor of the oxygen evolving complex 17 kDa 
protein mRNA, complete cds 

403154 

LIB3431-060-P1-K1-F9 

BLASTX 

g417103 

577 

1.0e-59 . 

115 

100 

HISTONE H3.2, MINOR >gi_282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA584 45_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 



51836 



tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_4490754_emb_CAB38916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_44 90755_emb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 
>gi_6006364_dbj_BAA84794.1_ (AP000559) EST D15300 (C0425 ) 
corresponds to a region of the predicted gene.; Similar to 
histone H3 (AB0157 60) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403155 

LIB3431-060-P1-K1-G1 

BLASTX 

g2072555 

232 

3.0e-19 
43 

100 . 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

403156 

LIB3431-060-P1-K1-G11 

BLASTX 

g3789954 

744 

3.0e-79 

136 

99 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403157 

LIB3431-060-P1-K1-G12 

BLASTN 

g5006852 

176 

3.0e-94 

336 

98 

Oryza sativa homeodomain leucine zipper protein (hox4) 
mRNA, complete cds 

403158 

LIB3431-060-P1-K1-G2 

BLASTX 

gl31192 

209 

2.0e-16 

44 

86 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT V PRECURSOR 

(PHOTOSYSTEM I 9 KD PROTEIN) (PSI-G) >gi_100606_pir S20937 

photosystem I chain V precursor - barley 

>gi_19091_emb_CAA42727_ (X60158) photosystem I polypeptide 
PSI-G precursor [Hordeum vulgare] 



51837 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403159 

LIB3431-060-P1-K1-G3 

BLASTX 

g2072555 

237 

9.0e-20 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



m 
m 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403160 

LIB3431-060-P1-K1-G5 

BLASTX 

g2407281 

700 

4.0e-74 

131 

99 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

403161 

LIB3431-060-P1-K1-G6 

BLASTX 

g2501189 

257 

3.0e-22 

121 

58 

THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_213014 6_pir S61419 thiamine biosynthetic enzyme thil-1 

- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403162 

LIB3431-060-P1-K1-G7 

BLASTX 

g4544428 

214 

3.0e-17 

51 
76 

(AC006955) unknown protein [Arabidopsis thaliana] 
403163 

LIB3431-060-P1-K1-G8 

BLASTX 

gl053047 

591 

3.0e-61 

118 

100 

(U38425) histone H3 [Glycine max] >gi_1053049 (U38426) 
histone H3 [Glycine max] >gi_1053051 (U38427) histone H3 
[Glycine max] 



51838 



Seq. - No . 


403164 


Seq. ID 


LIB3431-060-P1-K1-H1 


Mp 1~ hnH 


BLASTX 


NCBI GI 


g6006270 


BLAST score 


196 


E value 


5.0e-15 


Match length 


66 


% identity 


47 


NCBI Description 


(AB022692) TAF-Ibeta2 


Seq. No. 


403165 


Seq. ID 


LIB3431-060-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


488 


E value 


3.0e-49 


Match length 


110 


% identity 


85 


NCBI Description 


RIBULOSE BISPHOSPHATE 



(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403166 

LIB3431-060-P1-K1-H11 
BLASTX 
g320618 
293 

1.0e-26 
73 
77 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611jprf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor. - rice 

type I light-harvesting 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403167 

LIB3431-060-P1-K1-H2 

BLASTX 

g2344889 

297 

7.0e-27 

133 

44 

(AC002388) unknown protein [Arabidopsis thaliana] 
>gi_4895255_gb_AAD32840.1_AC007659_22 (AC007659) unknown 
protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



403168 

LIB3431-060-P1-K1-H3 



51839 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl32105 

567 

2.0e-58 

122 

87 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



IT? 



G 

O 

TOT 



Seq. No. 


403169 


Seq. ID 


LIB3431-060-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


g2306981 


BLAST score 


503 


E value 


5.0e-51 


Match length 


90 


% identity 


98 


NCBI Description 


(AF010321) photosystem 


Seq. No. 


403170 


Seq. ID 


LIB3431-060-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g2501189 


BLAST score 


547 


E value 


3.0e-56 


Match length 


111 


% identity 


95 


NCBI Description 


THIAMINE BIOSYNTHETIC ] 



I antenna protein [Oryza sativa] 



>gi_213014 6_pir S61419 thiamine biosynthetic enzyme thil-1 

- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40317,1 

LIB3431-060-P1-K1-H7 

BLASTX 

g3789952 

560 

1.0e-57 
112 
98 

(AF094775) 
sativa] 



chlorophyll a/b-binding protein presursor [Oryza 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



403172 

LIB3431-060-P1-K1-H9 

BLASTN 

g2062705 

35 

4.0e-10 
35 



51840 



% identity 

NCBI Description 



100 

Human butyrophilin (BTF5) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403173 

LIB3431-060-P1-N1-A11 

BLASTX 

g417260 

327 

2.0e-30 

75 

83 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 



O C \^ • Lrt \J « 


403174 


Seq. ID 


LIB3431-060-P1-N1-A3 


Method 


BLASTN 


NCBI GI 


g2073379 


BLAST score 


154 


E value 


3.0e-81 


Match length 


173 


% identity 


97 


NCBI Description 


Rice CP26 mRNA, partial sequence 


Seq. No. 


403175 


Seq. ID 


LIB3431-060-P1-N1-A4 


Mpthod 


BLASTX 


NCBI GI 


g4098250 


BLAST score 


160 


E value 


7.0e-ll 


Match length 


56 


% identity 


50 


NCBI Description 


(U76611) similar to Solanum tuberosum 




encoded by the sequence presented in < 




Number U76610 [Solanum tuberosum] 


Seq. No. 


403176 


Seq. ID 


LIB3431-060-P1-N1-A6 


Method 


BLASTN 


NCBI GI 


g218207 , 


BLAST score 


279 


E value 


1.0e-156 


Match length 


291 


% identity 


99 


NCBI Description 


Oryza sativa mRNA for the small subun: 




ribulose-1, 5-bisphosphate carboxylase, 




pOSSS1139 


Seq. No. 


403177 


Seq. ID 


LIB3431-060-P1-N1-B4 


Method 


BLASTN 


NCBI GI 


gll957 


BLAST score 


65 


E value 


5.0e-28 


Match length 


84 


% identity 


48 



clone 



51841 



NCBI Description Rice complete chloroplast genome 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403178 

LIB3431-060-P1-N1-B5 

BLASTN 

g20181 

163 

2.0e-86 

177 

98 

Rice cab2R gene for light harvesting chlorophyll 
a/b-binding protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403179 

LIB3431-060-P1-N1-B7 

BLASTX 

gll5787 

559 

2.0e-57 

111 

97 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprote.in (AA -28 to 235) 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403180 

LIB3431-060-P1-N1-C1 

BLASTN 

g3885887 

221 

1.0e-121 

296 

93 

Oryza sativa high mobility group protein (HMG) mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403181 

LIB3431-060-P1-N1-C10 

BLASTX 

gl619300 

174 

2.0e-12 

48 

65 

(X95269) LRR protein [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403182 

LIB3431-060-P1-N1-C11 

BLASTX 

g2316016 

150 

2.0e-09 

71 

44 

. (U92650) MRP-like ABC transporter [Arabidopsis thaliana] 



51842 



Seq. No. 

Seq; ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403183 

LIB3431-060-P1-N1-C12 

BLAST N 

g3789953 

298 

1.0e-167 

298 

100 

Oryza sativa chlorophyll a/b-binding protein precursor 
(Cab26) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

403184 

LIB3431-060-P1-N1-C2 

BLASTN 

g3885885 

144 

3.0e-75 

167 

97 

Oryza sativa Rieske Fe-S precursor protein (RISP) mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403185 

LIB3431-060-P1-N1-C4 

BLASTN 

g2072554 

186 

1.0e-100 

210 

97 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI, GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403186 

LIB3431-060-P1-N1-C6 

BLASTX 

g3885886 

630 

9.0e-66 

112 

99 

(AF093631) Rieske Fe-S precursor protein [Oryza sativa] 
403187 

LIB3431-060-P1-N1-C9 

BLASTX 

g3184292 

287 

1.0e-25 

56 

86 

(AC004136) putative nucleic acid binding protein, 5' 
partial [Arabidopsis thaliana] 



Seq. No. 



403188 



51843 



5 



Seq. ID 


LIB3431-060-P1-N1-D1 


Method 


BLASTX 


NCBI GI 


g3913811 


BLAST score 


367 


E value 


4 . Oe-35 


Match length 


91 


% identity 


84 


NCBI Description 


GLUTAMYL-TRNA REDUCTASE ] 




>gi_2920320_dbj_BAA25003 




reductase [Oryza sativaj 


Seq. No. 


403189 


Seq. ID 


LIB3431-060-P1-N1-D12 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


345 


E value 


1.0e-32 


Match length 


65 


% identity 


100 


NCBI Description 


(AF061577) chlorophyll a, 


Seq. No. 


403190 


Seq. ID 


LIB3431-060-P1-N1-D2 


Method 


BLASTX 


NCBI GI 


g266567 


BLAST score 


306 


E value 


8.0e-28 


Match length 


87 


% identity 


66 


NCBI Description 


MITOCHONDRIAL PROCESSING 



(GLUTR) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. . ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(ALPHA-MPP) (UBIQUINOL-CYTOCHROME C REDUCTASE SUBUNIT II) 

>gi_421956j?ir S23558 mitochondrial processing peptidase 

(EC 3.4.99.41) alpha chain precursor - potato 

>gi_214 93_emb_CAA4 6990_ (X66284) mitochondrial processing 

peptidase [Solanum tuberosum] 

403191 

LIB3431-060-P1-N1-D4 

BLASTX 

g733456 

352 

2.0e-33 

73 

95 

(U23189) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 



403192 

LIB3431-060-P1-N1-D8 

BLASTX 

g3850577 

185 

6.0e-16 

120 

41 

(AC005278) This gene may be cut off. 



[Arabidopsis thaliana] 



51844 



y s 



£ 5. 

5 



Seq. No. 


403193 


Seq. ID 


LIB3431-060-P1-N1-E10 


Method ^ 


BLASTX 


NCBI GI 


g5640111 


BLAST score 


305 


E value 


1.0e-27 


Match length 


83 


% identity 


72 


NCBI Description 


(AJ243875) RAD23 -prot< 


Seq. No. 


403194 


Seq. ID 


LIB3431-060-P1-N1-E7 


Method 


BLASTX 


NCBI GI 


g289920 


BLAST score 


319 


E value 


2.0e-29 


Match length 


61 


% identity 


100 


NCBI Description 


(L07119) chlorophyll , 




hirsutum] 


Seq. No. 


403195 


Seq. ID 


LIB3431-060-P1-N1-E8 


Method 


BLASTN 


NCBI GI 


g218171 


BLAST score 


40 


E value 


3.0e-13 


Match length 


107 


% identity 


85 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



Oryza sativa mRNA for type I light-harvesting chlorophyll 
a/b binding protein of photosystem II (LHCPII), complete 
cds 



403196 

LIB3431-060-P1-N1-F1 

BLASTN 

g2773153 

268 

1.0e-149 

280 
99 

Oryza sativa abscisic acid- 
(Asrl) mRNA, complete cds 



and stress-inducible protein 



403197 

LIB3431-060-P1-N1-F2 

BLASTN 

g5106766 

38 

7.0e-12 

86 

86 

Arabidopsis thaliana BAC F17I23 
403198 

LIB3431-060-P1-N1-F5 
BLASTN 



51845 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3789951 
186 

1.0e-100 

379 

98 

Oryza sativa chlorophyll a/b-binding protein presursor 
, (Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 



3 

m 

00 

JC 

O 

CP 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403199 

LIB3431-060-P1-N1-F8 

BLASTX 

g517500 

530 

4.0e-54 

126 

83 

(M87435) precursor of the oxygen evolving complex 17 kDa 

protein [Zea mays] >gi_444338_prf 1906386A photosystem II 

OE17 protein [Pisum , sativum] 

403200 

LIB3431-060-P1-N1-F9 

BLASTX 

g70753 

219 

9.0e-18 

44 

100 

histone H3 - garden pea >gi_82610_pir S00373 histone H3 - 

wheat 

403201 

LIB3431-060-P1-N1-G1 

BLASTN 

g2072554 

288 

1.0e-161 

292 

100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403202 

LIB3431-060-P1-N1-G11 

BLASTX 

g3789954 

241 

2.0e-20 
43 

100 , - 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 



Seq. No. 
Seq. ID 
Method 



403203 

LIB3431-060-P1-N1-G12 
BLASTN 



5184 6 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g5006852 
225 

1.0e-123 

293 
94 

Oryza sativa homeodomain leucine zipper protein (hox4) 
mRNA, complete cds 



i -a 



□ 
P 
O 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403204 

LIB3431-060-P1-N1-G2 

BLASTX 

gl31192 

209 

2.0e-16 

44 

86 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT V PRECURSOR 

(PHOTOSYSTEM I 9 KD PROTEIN) (PSI-G) >gi_100606_pir S20937 

photosystem I chain V precursor - barley 

>gi_19091_emb_CAA42727_ (X60158) photosystem I polypeptide 
PSI-G precursor [Hordeum vulgare] 

403205 

LIB3431-060-P1-N1-G3 

BLASTX 

g2072555 

237 

1.0e-19 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

403206 

LIB3431-060-P1-N1-G5 

BLASTX 

gl32105 

186 

6.0e-14 

35 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



403207 

LIB3431-060-P1-N1-G7 

BLASTX 

g4544428 

294 



51847 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-26 

81 

69 

(AC006955) unknown protein [Arabidopsis thaliana] 
403208 

LIB3431-060-P1-N1-G8 

BLASTX 

g417103 

283 

4.0e-25 

58 

98 

HISTONE H3.2, MINOR >gi_282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3..2 
[Medicago sativa] >gi_488577 (U094 65) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA584 45_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_4490754_emb_CAB38916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_44 90755_emb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 
>gi_6006364_dbj_BAA84794.1_ (AP000559) EST D15300 (C0425) 
corresponds to a region of the predicted gene.; Similar to 
histone H3 (AB015760) [Oryza sativa] 

403209 

LIB3431-060-P1-N1-H10 

BLASTX 

g671740 

499 

2.0e-50 

91 

99 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403210 

LIB3431-060-P1-N1-H11 

BLASTX 

g3036951 

282 

3.0e-25 

54 

100 

(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 



51848 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403211 

LIB3431-060-P1-N1-H12 

BLASTX 

g3318613 

156 

2.0e-10 

34 

85 

(AB016064) mitochondrial phosphate transporter 



[Zea mays] 



403212 

LIB3431-060-P1-N1-H3 

BLASTN 

g218207 

303 

1.0e-170 

319 

99 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

pOSSS1139 



Seq. No. 


403213 


Seq. ID 


LIB3431-060-P1-N1-H4 


Method 


BLASTX 


NCBI GI 


g551047 


BLAST score . 


210 


E value 


'9.0e-17 


Match length 


41 


% identity 


93 


NCBI Description 


(X79277) type II LHCI [Lolium temulentum] 


Seq. No. 


403214 


Seq. ID 


LIB3431-060-P1-N1-H7 


Method 


BLASTN 


NCBI GI 


g3789951 


BLAST score 


243 


E value 


1.0e-134 


Match length 


356 


% identity 


91 


NCBI Description 


Oryza sativa chlorophyll a/b-binding protein 



(Cab27) mRNA, 
complete cds 



nuclear gene encoding chloroplast protein, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403215 

LIB3431-061-P1-K1-A1 

BLASTN 

g2696224 

41 

9.0e-14 

109 

84 

Oryza sativa mRNA for chitinase, complete cds 



Seq. No. 
Seq. ID 



403216 

LIB3431-061-P1-K1-A10 



51849 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl32105 

327 

8.0e-41 

108 

83 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


403217 


Seq. ID 


LIB3431-061-P1-K1-A11 


Method 


"BLASTX 


NCBI GI 


g3345477 


BLAST score 


232 


E value 


2.0e-19 


Match length 


85 


% identity 


55 


NCBI Description 


(AB016283) carbonic anhydrase [Oryza 


Seq. No. 


403218 


Seq. ID 


LIB3431-061-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g82080 


BLAST score 


310 


E value 


1.0e-28 


Match length 


90 


% identity 


68 


NCBI Description 


chlorophyll a/b-binding protein type 




>gi_2 2687 2_pr f 1 60 92 3 5A chl or ophy 1 1 




[Lycopersicon esculentum] 


Seq. No. 


403219 " - 


Seq. ID 


LIB3431-061-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


g4455248 


BLAST score 


150 


E value 


1.0e-09 


Match length 


69 


% identity 


51 


NCBI Description 


(AL035523) acyl carrier-like protein 


Seq. No. . 


403220 


Seq. ID 


LIB3431-061-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


g3913018 


BLAST score 


570 


E value 


7.0e-59 


Match length 


115 


% identity 


100 



NCBI Description FRUCTOSE- BIS PHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 



51850 



(ALDP) >gi_218155_dbj_BAA02730_ (D13513) chloroplastic 
aldolase [Oryza sativa] 





403221 


Seq. ID 


LIB3431-061-P1-K1-A4 


Method 


BLASTN 


NCBI GI 


g20262 


BLAST score 


330 


E value *v 


0.0e+00 


Match length 


346 


% identity 


99 


NCBI Description 


0. sativa light-induced mRNA 


Seq. No. 


403222 


Seq. ID 


LIB3431-061-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


g2351846 


BLAST score 


146 


E. value 


3.0e-09 


Match length 


123 


% identity 


30 


NCBI Description 


(U93050) poly(A) binding protein II [Mus musculus] 


Seq. No. 


403223 


Qprr TO 

. X u 


LTR34 31-0 61-P1-K1-A8 


Method 


~ BLASTN 


NCBI GI 


g3063523 


BLAST score 


176 


E value 


2.0e-94 


Match length 


219 


% identity 


95 


NCBI Description 


Oryza sativa ribulose 1, 5-bisphosphate carboxylase 




subunit mRNA, complete cds 


Seq. No. 


403224 


Seq. ID 


LIB3431-061-P1-K1-A9 


Mot" Vi 


XJXxrlO 1 A. 


NCBI GI 


gl709846 


BLAST score 


163 


E value 


4.0e-ll 


Match length 


118 


% identity 


45 


NCBI Description 


PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR >gi_706853 




22 kDa component of photosystem II [Lycopersicon 




esculentum] 


Seq. No. 


403225 


Seq. ID 


LIB3431-061-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


gll5813 


BLAST score 


243 


E value 


1.0e-20 


Match length 


55 


% identity 


85 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI ' 



CAB- 8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 



51851 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor - rice 

type I light-harvesting 



403226 

LIB3431-061-P1-K1-B11 
BLASTX 
g4165550 
567 

1.0e-58 
121 
88 

(AJ004915) apgm [Malus domestica] 
403227 

LIB3431-061-P1-K1-B2 
BLASTX 
g320618 
477 

5.0e-48 
106 
85 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536__ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

403228 

LIB3431-061-P1-K1-B3 

BLASTX 

g3913192 

142 

9.0e-09 

70 

47 

CYTOCHROME P450 93A1 >gi_2129824_pir S62899 cytochrome 

P450 (CYP93 Al) - soybean >gi_1232111_dbj_BAA12159_ 
(D83968) Cytochrome P-450 (CYP93A1) [Glycine max] 
>gi_1588679_prf 2209281A cytochrome P450 [Glycine max], 

403229 

LIB3431-061-P1-K1-B4 

BLASTX 

g400879 

202 

6.0e-16 

102 

48 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN 

(PSI-N) >gi_479690_pir S35159 photosystem 

barley >gi_19095_emb_CAA47056_ (X66428) photosystem I 
subunit N [Hordeum vulgar e] 



PRECURSOR 
I chain psaN 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



403230 

LIB3431-061-P1-K1-B7 

BLASTX 

g733454 

431 

1.0e-42 



51852 



Match length 


103 


% identity 


81 


NCBI Description 


(U23188) chlorophyll a/b-binding apoprotein CP26 precurs* 




[Zea mays] 


Seq. No. 


403231 


Seq. ID 


LIB3431-061-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


g4586058 


BLAST score 


209 


E value 


2.0e-17 


Match length 


116 


% identity 


46 


NCBI Description 


(AC007020) unknown protein [Arabidopsis thaliana] 


Seq. No. 


403232 


Seq. ID 


LIB3431-061-P1-K1-C12 


Method 


BLASTN 


NCBI . GI 


g2072554 


BLAST score 


47 


E value 


3.0e-17 


Match length 


199 


% identity 


81 


NCBI Description 


Oryza sativa metallothionein-like protein mRNA, complete 




cds 


Seq. No. 


403233 


Seq. ID 


LIB3431-061-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


al052960 


BLAST score 


748 


E value 


1.0e-79 


Match length 


146 


% identity 


91 


NCBI Description 


(U37437) PNIL34 [Ipomoea nil] 


Seq. No. 


403234 


Seq. ID 


LIB3431-061-P1-K1-C3 


Method 


BLASTN 


NCBI GI 


gl304214 


BLAST score 


51 


E value 


1.0e-19 


Match length 


95 


% identity 


88 


NCBI Description 


Rice mRNA for precursor of 22 kDa protein of photosystem 




(PSII-S), complete cds 


Seq. No. 


403235 


Seq. ID 


LIB3431-061-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g729668 


BLAST score 


197 


E value 


3.0e-15 


Match length 


58 


% identity 


60 


NCBI Description 


HISTONE HI >gi_2147479_pir S65059 histone HI, 




drought-inducible - Lycopersicon pennellii >gi_436823 



51853 



O 



O 



(U01890) Solanum pennellii histone HI [Solanum pennellii] 



Seq. No. 


403236 


Seq. ID 


LIB3431-061-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g417154 


BLAST score 


370 


E value 


1.0e-35 


Match length 


98 


% identity 


85 


NCBI Description 


HEAT SHOCK PROTEIN 82 >gi_100685_pir S25541 heat shock 




protein 82 - rice (strain Taichung Native One) 




>gi 20256 emb CAA77978 (Z11920) heat shock protein 82 




(HSP82) [Oryza sativa] 


Seq. No. 


403237 


Seq. ID 


LIB3431-061-P1-K1-C6 


Method 


BLASTN 


NCBI GI 


g218207 


BLAST score 


191 


E value 


1.0e-103 


Match length 


191 


% identity 


100 


NCBI Description 


Oryza sativa mRNA for the small subunit of 




ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 




pOSSS1139 


Seq. No. 


403238 


Seq. ID 


LIB3431-061-P1-K1-C7 


Method 


BLASTX 






BLAST score 


152 


E value 


7.0e-10 


Match length 


70 


% identity 


44 


NCBI Description 


(AC007357) Similar to gb_D38124 EREBP-3 from Nicotiana 




tabacum and contains PF_00847 AP2 domain. [Arabidopsis 




thaliana] 


Seq. No. 


403239 


Seq. ID 


LIB3431-061-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


670 


E value 


1.0e-70 


Match length 


126 


% identity 


100 


NCBI Description 


(AF061577) chlorophyll a/b binding protein [Oryza sativa] 


Seq. No. 


403240 


Seq. ID 


LIB3431-061-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


g3158476 


BLAST score 


310 


E value 


9.0e-35 


Match length 


109 


% identity 


64 



51854 



NCBI Description 



(AF067185) aquaporin 2 [Samanea saman] 



Seq. No. . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403241 

LIB3431-061-P1-K1-D11 
BLASTX 
g320618 
540 

2.0e-55 
117 
86 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



precursor - rice 

type I light-harvesting 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403242 

LIB3431-061-P1-K1-D12 

BLASTX 

gl32105 

591 

3.6e-61 

127 

87 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

{RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403243 

LIB3431-061-P1-K1-D2 

BLASTX 

g2864617 

154 

4.0e-10 

62 

55 

(AL021811) H+-transporting ATP synthase chain9 - like 
protein [Arabidopsis thaliana] >gi_5730141_emb_CAB52473 . 1_ 
(AJ245574) ATP synthase beta chain precursor (subunit II) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403244 

LIB3431-061-P1-K1-D3 

BLASTX 

g2293480 

344 

2.0e-40 

89 

96 

(AF011331) glycine-rich protein [Oryza sativa] 



51855 



Seq. No. 


403245 


Seq. ID 


LIB3431-061-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


a3126854 


BLAST score 


612 


E value 


8.0e-64 


Match length 


114 


% identity 


100 


NCBI Description 


(AF061577) chlorophyll a/b binding protein [Oryza sativa] 


Seq. No. 


403246 


Seq. ID 


LIB3431-061-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


g4115913 


BLAST score 


236 


E value 


1.0e-19 


Match length 


78 


% identity 


54 


NCBI Description 


(AF118222) contains similarity to Iron/Ascorbate family of 




oxidoreductases (Pfam: PF00671, Score=307.1, £=2.26-88, 




N=l) [Arabidopsis thaliana] >gi_4 539409_emb_CAB40042 . 1_ 




(AL049524) putative flavanone 3-beta-hydroxylase 




[Arabidopsis thaliana] 


Seq. No. 


403247 


Seq. ID 


LIB3431-061-P1-K1-D6 


Method 


BLASTN 


NCBI GI 


y »j \j -j x -j 1 


BLAST score 


154 


E value 


5.0e-81 


Match length 


230 


% identity 


92 


NCBI Description 


Rice mRNA for ferredoxin, complete cds 


Seq. No. 


403248 


Seq. ID 


LIB3431-061-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g2407281 


BLAST score 


522 


E value 


3.0e-53 


Match length 


99 


% identity 


99 


NCBI Description 


(AF017363) ribulose 1, 5-bisphosphate carboxylase small 




subunit [Oryza sativa] 


Seq. No. 


403249 


Seq. ID 


LIB3431-061-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


g3047064 


BLAST score 


293 


E value 


2.0e-26 


Match length 


116 


% identity 


54 



NCBI Description (AF058825) contains similarity to peptidyl-prolyl cis-trans 
isomerase (Pfam: pro_isomerase . hmm, score: 23.86 and 28.41 
[Arabidopsis thaliana] 



51856 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403250 

LIB3431-061-P1-K1-E1 

BLASTX 

g4803924 

571 

6.0e-59 

141 

77 

(AC006264) putative ER lumen protein retaining receptor 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403251 

LIB3431-061-P1-K1-E10 

BLASTX 

g2492519 

401 

1.0e-45 

97 
86 

26S PROTEASE REGULATORY SUBUNIT 7 (26S PROTEASOME SUBUNIT 
7) >gi_1395191_dbj_BAA13021_ (D86121) 26S proteasome ATPase 
subunit [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403252 

LIB3431-061-P1-K1-E12 

BLASTX 

g3135751 

398 

9.0e-39 
79 
95 

(AJ006095) 
arietinum] 



26S -protease regulatory subunit 6 [Cicer 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403253 

LIB3431-061-P1-K1-E2 

BLASTX 

g417260 

381 

1.0e-36 

121 

64 

LIGHT REGULATED PROTEIN PRECURSOR >gi_422003_pir S33632 

lirl protein - rice >gi_20263_emb_CAA48706_ (X68807) 
light-regulated gene [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403254 

LIB3431-061-P1-K1-E4 

BLASTX 

g2570511 

307 

5.0e-28 

94 

66 

(AF022738) chlorophyll a-b binding protein [Oryza sativa] 



Seq. No. 



403255 



51857 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-061-P1-K1-E6 

BLASTX 

gll5787 

552 

1.0e-56 

105 

99 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461_pir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 

(X13909) chlorophyll a/b-binding preprptein <AA -28 to 235) 

[Oryza sativa] 

403256 

LIB3431-061-P1-K1-E8 

BLASTX 

g!881585 

187 

5.0e-14 

44 

80 

(U72489) remorin [Solanum tuberosum] 
403257 

LIB3431-061-P1-K1-E9 

BLASTX 

g401190 

669 

2.0e-70 

128 

96 

THAUMAT IN-LIKE PROTEIN PRECURSOR >gi_100715_pir S25551 

thaumatin-like protein - rice >gi_20376_emb_CAA48278_ 
(X68197) thaumatin-like protein [Oryza sativa] 

403258 

LIB3431-061-P1-K1-F10 

BLASTX 

g3775987 

430 

2.0e-42. 

112 

71 

(AJ010457) RNA helicase [Arabidopsis thaliana] 
403259 

LIB3431-061-P1-K1-F11 

BLASTX 

gl31225- 

311 

1.0e-28 

105 

65 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 



51858 



01 

ft* 

D 

& 

E 

O 

o 



a 



Seq. No. 


403260 


Seq. ID 


LIB3431-061-P1-K1-F12 


Method 


BLASTN 


NCBI GI 


gll957 


BLAST score 


47 


E value 


2.0e-17 


Match length 


87 


% identity 


44 


NCBI Description 


Rice complete chloroplast < 


Seq. No. 


403261 


Seq. ID 


LIB3431-061-P1-K1-F2 


Method 

LlW Lilt 


BLASTX 


NCBI GI 


g2653558 


BLAST score 


606 


E value 


4.0e-63 


Match length 


124 


% identity 


93 


NCBI Description 


(D50679) ferredoxin-sulfit< 


Seq. No. 


403262 


Seq. ID 


LIB3431-061-P1-K1-F3 


Method . 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 


E value 


8.0e-20 


Match length 


44 


% identity 


100 


NCBI Description 


(AF001396) metallothionein- 




>gi_6 1 0 3 4 4 l_gb_AAF0 3 6 0 3 . 1_ 




protein [Oryza sativa] 


Seq. No. 


403263 


Seq. ID 


LIB3431-061-P1-K1-F5 . 


Method 


BLASTN 


NCBI GI 


g6006355 


BLAST score 


36 


E value 


1.0e-10 


Match length 


44 


% identity 


95 


NCBI Description 


Oryza sativa genomic DNA, < 


Seq. No. 


403264 


Seq. ID 


LIB3431-061-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


Q2315363 


BLAST score 


212 


E value 


7.0e-17 


Match length 


115 


% identity 


38 


NCBI Description 


(AF016441) No definition 1: 




elegans] 


Seq. No. 


403265 


Seq. ID 


LIB3431-061-P1-K1-F8 


Method 


BLASTN 



51859 



NCBI GI 


g6015437 


BLAST score 


36 


E value 


1.0e-10 


Match length 


47 


% identity 


65 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


403266 


Seq. ID 


LIB3431-061-P1-K1-F9 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


40 


E value 


4.0e-13 


Match length 


40 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


403267 


Seq. ID 


LIB3431-061-P1-K1-G1 


Method 


BLASTN 


NCBI GI 


a4138289 


BLAST score 


300 


E value 


1.0e-168 


Match length 


312 


% identity 


99 


NCBI Description 


Oryza sativa mRNA for thioredoxin M 


Seq. No. 


403268 


Seq. ID 


LIB3431-061-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


a4105561 


BLAST score 


568 


E value 


1.0e-58 


Match length 


127 


% identity 


89 . 


NCBI Description 


(AF047444 ) ribulose-5-phosphate-3-ep: 


Seq. No. 


403269 


Seq. ID 


LIB3431-061-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


g320618 


BLAST score 


409 


E value 


5.0e-40 


Match length 


98 


% identity 


80 



NCBI Description 



chlorophyll a/b-binding protein I precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



403270 

LIB3431-061-P1-K1-G12 

BLASTX 

g3057120 

256 

2T0e-22 



51860 



Match length 

% identity 

NCBI Description 



67 
66 

(AF023159) starch synthase DULL1 [Zea mays] 



O 

i ST! 



Q 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403271 

LIB3431-061-P1-K1-G2 

BLASTX 

g3790102 

594 

1.0e-61 

133 

84 

(AF095521) pyrophosphate-dependent phosphof ructokinase 
alpha subunit [Citrus X paradisi] 

403272 

LIB3431-061-P1-K1-G4 

BLASTX 

gll73275 . 

159 

4.0e-ll 

47 

70 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S7 

>gi_2119068_pir S58630 . ribosomal protein S7 - maize 

chloroplast >gi_902274_emb_CAA60339_ (X86563) ribosomal 
protein S7 [Zea mays] >gi_902298_emb_CAA60362_ (X86563) 
ribosomal protein S7 [Zea mays] 



■cswr 

o 



Seq. No. 


403273 


Seq. ID 


LIB3431- 


Method 


BLASTX 


NCBI GI 


gl498315 


BLAST score 


355 


E value 


1.0e-33 


Match length 


126 


% identity 


58 


NCBI Description 


(U56419) 


Seq. No. 


403274 


Seq. ID 


LIB3431- 


Method 


BLASTX 


NCBI GI 


g5931694 


BLAST score 


410 


E value 


3.0e-40 


Match length 


104 


% identity 


76 


NCBI Description 


(Y18470) 


Seq. No. 


403275 


Seq. ID 


LIB3431- 


Method 


BLASTN 


NCBI GI 


gll44509 


BLAST score 


36 


E value 


1.0e-10 


Match length 


44 


% identity^ 


95 



51861 



NCBI Description 



Oryza sativa wanderer mobile element linked to Xa21 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403276 

LIB3431-061-P1-K1-H11 

BLASTX 

g81946 

453 

2.0e-45 
91 

92 ^ ' 

protochlorophyllide reductase (EC 1.3.1.33) precursor - 
garden pea 



Q 



09 



m 

3 



Seq. No. 


403277 


Seq. ID 


LIB3431-061-P1-K1-H12 


Method 


BLASTN 


NCBI GI 


g949979 


BLAST score 


36 


E value 


1.0e-10 


Match length 


60 


% identity 


90 


NCBI Description 


Z.mays Glossy2 locus DNA 


Seq. No. 


403278 


Seq. ID 


LIB3431-061-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


g3789954 


BLAST score 


559 


E value 


1.0e-57 


Match length 


109 


% identity 


96 


NCBI Description 


(AF094776) chlorophyll a, 




sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI.GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403279 

LIB3431-061-P1-K1-H4 

BLASTX 

g2435511 - 

474 

1.0e-47 

111 

74 

(AF024504) contains similarity to prolyl 4-hydroxylase 
alpha subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403280 

LIB3431-061-P1-K1-H5 
BLASTX 
g3947448 
212 

5.0e-17 
102 
44 

(AL033535) cDNA EST yk301fl.5 
EST yk475f6.3 comes from this 

comes from this gene; cDNA EST yk475f6.5 comes from this 
gene; cDNA EST yk499g5.5 comes from this gene; cDNA EST 



comes from this gene; cDNA 
gene; cDNA EST yk301fl.3 



51862 



>gi_3947543_emb_CAA88952.1_ (Z49127) cDNA EST yk301fl.5 
comes from this gene; cDNA EST yk475f6.3 comes from this 
gene; cDNA EST yk301fl.3 comes from this gene; cDNA EST 
yk475f6.5 comes from this gene; cDNA EST yk499g5.5 comes 
from this gene; cDNA EST yk 



Seq. No. 


403281 


Seq. ID 


LIB3431-061-P1-K1-H6 


Method 


BLASTN 


NCBI GI 


g949979 


BLAST score 


49 


E value 


1.0e-18 


Match length 


97 


% identity 


88 


NCBI Description 


Z.mays Glossy2 locus DNA 


Seq. No. 


403282 


Seq. ID 


LIB3431-061-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


gl483213 


BLAST score 


308 


E value 


4.0e-28 


Match length 


108 


% identity 


56 


NCBI Description 


(X96480) PAC [Arabidopsis thaliana] 




>gi 5729705 gb AAD48512.1 AC007927 2 (AC007927) pale cres 




protein [Arabidopsis thaliana] 


Seq. No. 


403283 


Seq. ID 


LIB3431-061-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


g3075488 


BLAST score 


705 


E value 


1.0e-74 


Match length 


137 


% identity 


99 


NCBI Description 


(AF058796) chlorophyll a/b-binding protein [Oryza sativa] 


Seq. No. 


403284 


Seq. ID 


LIB3431-062-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


g3885888 


BLAST score 


321 


E value 


1.0e-29 


Match length 


108 


% identity 


66 


NCBI Description 


(AF093632) high mobility group protein [Oryza sativa] 


Seq. No. 


403285 


Seq. ID 


LIB3431-062-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


g3929545 


BLAST score 


425 


E value 


9.0e-42 


Match length 


107 


% identity 


84 


NCBI Description 


(AF067194) S-adenosylmethionine decarboxylase [Oryza 



51863 



sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403286 

LIB3431-062-P1-K1-A12 

BLASTX 

g5360591 

476 

9.0e-48 

149 

60 

(AB022328) nClpP3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403287 

LIB3431-062-P1-K1-A2 

BLASTX 

g419742 

624 

3.0e-65 

127 

91 

protochlorophyllide reductase 
loblolly pine 



(EC 1.3.1.33) precursor - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E 1 value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403288 

LIB3431-062-P1-K1-A3 

BLASTX 

g548603 

434 

7.0e-43 

130 

70 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_478404_pir JQ2247 photosystem I chain D precursor - 

barley >gi_167085 (M98254) PSI-D subunit [Hordeum vulgare] 

403289 

LIB3431-062-P1-K1-A7 

BLASTX 

gl835731 

180 

9.0e-14 

44 

80 

(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 
403290 

LIB3431-062-P1-K1-A8 

BLASTX 

g3126854 

648 

1.0e-73 

150 

93 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 



Seq. No. 



403291 



51864 



Q 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-062-P1-K1-A9 

BLASTN 

g4138289 

228 

1.0e-125 

276 

96 

Oryza sativa mRNA for thioredoxin M 
403292 

LIB3431-062-P1-K1-B10 

BLASTX 

gl31388 

250 

2.0e-21 

95 

65 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_100831_pir S16260 

photosystem II oxygen-evolving complex protein 1 - common 
wheat x'Sanduri wheat >gi_21844_emb_CAA40670_ (X57408) 
33kDa oxygen evolving protein of photosystem II [Triticum 
aestivum] 



u 



Seq. No. . 


403293 


Seq. ID 


LIB3431-062-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


g4914411 


BLAST score 


363 


E value 


2.0e-34 


Match length 


105 


% identity 


68 


NCBL Description 


(AL050352) putative prot< 


Seq. No. 


403294 


Seq. ID 


LIB3431-062-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g4733937 


BLAST score 


264 


E value 


8.0e-23 


Match length 


146 


% identity 


42 


NCBI Description 


(AF080245) sesquiterpene 


Seq. No. 


403295 


Seq. ID 


LIB3431-062-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


gl261917 


BLAST score 


339 


E value 


1.0e-31 


Match length 


96 


% identity 


62 


NCBI Description 


(X96979) lipid transfer ] 


Seq. No. 


403296 


Seq. ID 


LIB3431-062-P1-K1-B5 



51865 



Method 


BLASTX 


NCBI GI 


g!617197 


BLAST score 


298 


E value 


7.0e-27 


Match length 


76 


% identity 


75 


NCBI Description 


(Z72488) CP12 [Nicotiana tabacum] 


Seq. No. 


403297 


Seq. ID 


LIB3431-062-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


g2245015 


BLAST score 


463 


E value 


3.0e-46 


Match length 


107 


% identity 


80 


NCBI Description 


(Z97341) glucosyltransferase like 




thaliana] 


Seq. No. 


403298 


Seq. ID 


LIB3431-062-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g2286121 


BLAST score 


521 


E value 


5.0e-53 


Match length 


102 


% identity 


97 


NCBI Description 


(U88068) secl4 like protein [Oryz, 


Seq. No. 


403299 


Seq. ID 


LIB3431-062-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


g871931 


BLAST score 


248 


E value 


6.0e-21 


Match length 


75 


% identity 


68 


NCBI Description 


(D30763) ferredoxin [Oryza sativa 


Seq. No. 


403300 


Seq. ID 


LIB3431-062-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


gll5772 


BLAST score 


156 


E value 


6.0e-ll 


Match length 


32 


% identity 


100 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 1 



CAB-1) (LHCP) >gi_82460_pir S03705 chlorophyll a/b-binding 

protein 1R precursor - rice >gi_20178_emb_CAA32108_ 
(X13908) chlorophyll a/b-binding preprotein (AA -31 to 235) 
[Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



403301 

LIB3431-062-P1-K1-C12 

BLASTX 

g5091520 



51866 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



204 

6.0e-16 

130 
45 

(AB023482) ESTs AU058081 (E30812 ) , AU058365 (E50679) , 
AU030138 (E50679) correspond to a region of the predicted 
gene.; Similar to Spinacia oleracea mRNA for proteasome 
37kD subunit. (X96974) [Oryza sativa] 



01 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403302 

LIB3431-062-P1-K1-C5 

BLASTX 

gl32105 

553 

7.0e-57 

120 

87 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 
(RUBISCO SMALL SUBUNIT C) >gi_68094_pir_RKRZS9 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403303 f:- . 

LIB3431-062-P1-K1-C6 

BLASTX 

gl854378 

252 

1.0e-25 

125 

56 

(AB001338) Sucrose-Phosphate Synthase [Saccharum 
of f icinarum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403304 

LIB3431-062-P1-K1-C7 

BLASTX 

g4972111 

546 

6.0e-56 

151 

62 

(AL078579) protein phosphatase homolog (PPH1) [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



403305 

LIB3431-062-P1-K1-C9 

BLASTN 

g2072554 

188 

1.0e-101 

196 

99 



51867 



NCBI Description 



Oryza sativa metallothionein-like protein mRNA, complete 
cds 



P 

01 



O 



Seq. No. 


403306 


Seq. ID 


LIB3431-062-P1-K1-D1 


Method 


BLASTN 


NCBI GI 


g2267594 


BLAST score 


49 


E value 


4.0e-19 


Match length 


49 


% identity 


100 


NCBI Description 


Oryza sativa plastocyanin precursor, mRNA, 


Seq. No. 


403307 


Seq. ID 


LIB3431-062-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


461 


E value 


5. 0e-46 


Match length 


95 


% identity 


95 


NCBI Description 


(U86018) photosystem II 10 kDa polypeptide 


Seq. No. 


403308 


Seq. ID 


LIB3431-062-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


g2244965 


BLAST score 


307 


E value 


3.0e-28 


Match length 


85 


% identity 


68 


NCBI Description 


(Z97340) hypothetical protein [Arabidopsis 


Seq. No. 


403309 


Seq. ID 


LIB3431-062-P1-K1-D2 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


35 


E value 


3.0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


403310 


Seq. ID 


LIB3431-062-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


g21695 


BLAST score 


361 


E value 


3.0e-34 


Match length 


. 110 


% identity 


62 


NCBI Description 


(X66014) cathepsin B [Triticum aestivum] 


Seq. No. 


403311 


Seq. ID 


LIB3431-062-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g4585882 



51868 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



444 

2.0e-45 

141 

70 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

403312 

LIB3431-062-P1-K1-D5 

BLASTX 

g3290022 

434 

9.0e-43 

142 

58 

(AF044173) cysteine synthase; CS-B; O-acetylserine (thiol) 
lyase; plastidic isoform [Solanum tuberosum] 



Seq. No. 


403313 


Seq. ID 


LIB3431-062-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g3201969 


BLAST score 


225 


E value 


2.0e-18 


Match length 


43 


% identity 


98 


NCBI Description 


(AF068332) submergence induced protein 


Seq. No. 


403314 


Seq. ID 


LIB3431-062-P1-K1-E1 


Method 


BLASTN 


NCBI GI 


g2624325 


BLAST score 


86 


E value 


9.0e-41 


Match length 


110 


% identity 


95 


NCBI Description 


Oryza sativa mRNA for glycine-rich RNA- 




(OsGRPl) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403315 

LIB3431-062-P1-K1-E11 

BLASTN 

g218209 

155 

1.0e-81 

281 

96 

Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

pOSSS2106 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



403316 

LIB3431-062-P1-K1-E12 

BLASTX 

g3618310 

331 

6.0e-31 



51869 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



101 
65 

(AB001883) 



zinc finger protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



precursor - rice 

type I light-harvesting 



403317 

LIB3431-062-P1-K1-E3 
BLASTX 
g320618 
476 

8.0e-48 
115 
80 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

403318 

LIB3431-062-P1-K1-E4 

BLASTX 

g2832606 

214 

5.0e-17 

90 

50 

(AL021635) predicted protein [Arabidopsis thaliana] 
>gi_3292810_emb_CAA19800.1_ (AL031018) putative protein 
[Arabidopsis thaliana] 

403319 

LIB3431-062-P1-K1-E5 

BLASTX 

g2306981 

409 

2.0e-44 

98 

91 

(AF010321) photosystem 



I antenna protein [Oryza sativa] 



403320 

LIB3431-062-P1-K1-E6 

BLASTX 

g4512705 

483 

1.0e-48 

144 

69 

(AC006569) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

403321 

LIB3431-062-P1-K1-E7 

BLASTX 

g2739375 

197 

3.0e-15 



51870 



Match length 
% identity * 
NCBI Description 



109 
46 

(AC002505) unknown protein [Arabidopsis thaliana] 



O 

Ui 



o 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



403322 . 

LIB3431-062-P1-K1-E8 

BLASTN 

g5042437 

287 

1.0e-160 

358 

99 

Oryza sativa BAC T49B20 genomic sequence, complete sequence 
403323 

LIB3431-062-P1-K1-F1 

BLASTX 

g4079798 

227 

4.0e-20 

92 

60 

(AF052203) 23 kDa polypeptide of photosystem. II [Oryza 
sativa] 

403324 

LIB3431-062-P1-K1-F10 

BLASTX 

gl32105 

270 

4.0e-24 

79 

71 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 
sativa] >gi 226375 prf - 1508256A ribulose bisphosphate 
carboxylase S [Oryza sativa] 

403325 

LIB3431-062-P1-K1-F11 

BLASTX 

g5042462 

221 

9.0e-18 

109 

47 

(AC007789) putative negatively light-regulated protein 
[Oryza sativa] 

403326 

LIB3431-062-P1-K1-F12 
BLASTX 



51871 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2407281 
775 

7.0e-83 

145 

99 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



^Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



403327 

LIB3431-062-P1-K1-F3 

BLASTX 

g3885894 

302 

1.0e-27 

90 

72 

(AF093635) photos ys tern- 1 



H subunit GOS5 [Oryza sativa] 



W 



m 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403328 

LIB3431-062-P1-K1-F7 

BLASTX 

g3789952 

290 

2.0e-26 

71 

86 

(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403329 

LIB3431-062-P1-K1-F8 

BLASTX 

g2407281 

614 

5.0e-64 

126 

90 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

403330 

LIB3431-062-P1-K1-F9 

BLASTX 

gl32105 

391 

7.0e-38 

108 

75 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



51872 



Seq. No. 403331 

Seq. ID LIB3431-062-P1-K1-G1 

Method BLASTX 

NCBI GI g2462834 

BLAST score 293 

E value 3.0e-26 

Match length 106 

% identity 57 

NCBI Description (AF000657) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 403332 

Seq. ID LIB3431-062-P1-K1-G10 

Method BLASTN 

NCBI GI gl835730 

BLAST score 156 

E value 1.0e-82 

Match length 164 

% identity 99 

NCBI Description Oryza sativa photosystem II 10 kDa polypeptide mRNA, 
complete cds 

Seq. No. 403333 

Seq. ID LIB3431-062-P1-K1-G11 

Method BLASTX 

NCBI GI g3126854 

BLAST score 289 

E value 2.0e-26 

Match length 57 

% identity 98 

NCBI Description (AF061577) chlorophyll a/b binding protein [Oryza sativa] 

Seq. No. 403334 . 

Seq. ID LIB3431-062-P1-K1-G12 

Method BLASTX 

NCBI GI g3885892 

BLAST score 667 

E value 3.0e-70 . 

Match length 136 

% identity 94 

NCBI Description (AF093634) photos ys t em- 1 F subunit precursor [Oryza sativa] 

Seq. No. 403335 

Seq. ID LIB3431-062-P1-K1-G2 

Method BLASTX 

NCBI GI g5031281 

BLAST score 356 

E value 1.0e-33 

Match length 121 

% identity 60 

NCBI Description (AF139499) unknown [Prunus armeniaca] 

Seq. No. 403336 

Seq. ID LIB3431-062-P1-K1-G3 

Method BLASTX 

NCBI GI g2072555 

BLAST score 237 



51873 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No_. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-20 
44 

100 . 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) 'metallothionein-like 
protein [Oryza sativa] 

403337 

LIB3431-062-P1-K1-G4 

BLASTX 

g5123711 

467 

1.0e-46 

148 

62 

(AL079347) putative protein [Arabidopsis thaliana] 
403338 

LIB3431-062-P1-K1-G5 

BLASTX 

gl32105 

751 

6.0e-80 

164 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538__ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

403339 

LIB3431-062-P1-K1-G6 
BLASTX < 
g4973264 
376 

4.0e-36 

93 

73 

(AF144391) thioredoxin-like 5 [Arabidopsis thaliana] 
403340 

LIB3431-062-P1-K1-G7 

BLASTX 

g3913018 

515 

3.0e-52 

125 

81 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
(ALDP) >gi_218155_dbj_BAA02730_ (D13513) chloroplastic 
aldolase [Oryza sativa] 



51874 



Seq. No. 

Seq. ID 

Method . 

NCBI GI' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403341 

LIB3431-062-P1-K1-G8 

BLASTN 

g20369 

388 

0.0e+00 

396 

99 

Oryza sativa shoot GS2 mRNA for chloroplastic glutamine 
synthetase (EC 6.3.1.2) (clone lambda-GS31) 
>gi_2170909_dbj_E02681_E02681 cDNA encoding precursor of 
chloroplast localising glutamine synthetase 



Seq. No. 


403342 


Seq. ID 


LIB3431-062-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g3289002 


BLAST score 


590 


E value 


4.0e-61 


Match length 


170 


% identity 


42 


NCBI Description 


(AF073522) CRP1 [Zea mays] 


Seq. No. 


403343 


Seq. ID 


LIB3431-062-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 


E value 


1.0e-19 


Match length 


44 


% identity 


100 


NCBI Description 


(AF001396) metallothionein- 




>gi_6103441_gb_AAF03603.1_ 




protein [Oryza sativa] 


Seq. No. 


403344 


Seq. ID 


LIB3431-062-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


606 


E value 


5.0e-63 


Match length 


131 


% identity 


87 



(AF147786) metallothionein-like 



NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375__prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



403345 

LIB3431-062-P1-K1-H9 

BLASTN 

g6015437 



51875 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35 

3.0e-10 

35 
100 

Homo sapiens PEX1 mRNA, complete cds 
403346 

LIB3431-062-P1-N1-A1 

BLASTN 

g3885887 

465 

0.0e+00 

473 

100 

Oryza sativa high mobility group protein (HMG) mRNA, 
complete cds 

403347 

LIB3431-062-P1-N1-A10 

BLASTX 

g3913426 

362 

2.0e-34 

67 

100 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME (ADOMETDC) 
(SAMDC) >gi_1532048_emb_CAA69074_ (Y07766) 
S-adenosylmethionine decarboxylase [Oryza sativa] 

403348 

LIB3431-062-P1-N1-A2 

BLASTX 

g2598151 

251 

2.0e-21 

50 

94 

(AF027350) NADPH : protochlorophyllide oxidoreductase porB 
[Pinus taeda] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



403349 

LIB3431-062-P1-N1-A6 - " 

BLASTX 

gl31225 

360 

3.0e-34 

99 

71 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605__pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 

403350 

LIB3431-062-P1-N1-A7 

BLASTN 

gl835730 



51876 



RT.A^T crnrp 

OXxrltJ J. uLUi. c 


162 

X \J£. 


E value 


6.0e-86 


Match length 


282 


% identity 


89 


NCBI Description 


Oryza sativa photosystem II 10 kDa polypeptide mRNA, 




complete cds 


Seq. No. 


403351 


Seq. ID 


LIB3431-062-P1-N1-A8 


Method 


BLASTX 


IN k_/D X VJ X 




BLAST score 


172 


E value 


2.0e-12 


Match length 


32 


% identity 


97 


NCBI Description 


(AF022739) chlorophyll a-b binding protein [Oryza sativa] 


Seq. No. 


403352 


Seq. ID 


LIB3431-062-P1-N1-A9. 


Method 


BLASTX 


NPRT (IT 




BLAST score 


313 


E value 


1.0e-28 


Match length 


63 


% Identity 


97 • 


NCBI Description 


(AJ005841) thioredoxin M [Oryza sativa] 


Seq. No. 


403353 


Seq. ID 


LIB3431-062-P1-N1-B1 


Method 


BLASTX 


MPDT (IT 


y j jji.u^ j 


BLAST score 


529 


E value 


6.0e-54 


Match length 


111 


% identity 


94 


NCBI Description 


(AB032761) rab5B [Oryza sativa] 


Seq. No. 


403354 


Seq. ID 


LIB3431-062-P1-N1-B10 


Method 


BLASTX 


NCBI GI 


g482311 


BLAST score 


398 


Cj vaiuc 


x • uc jo 


Match length 


79 


% identity 


100 


NCBI Description 


photosystem II oxygen-evolving complex protein 1 - rice 




(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolvi 




complex protein 1 [Oryza sativa] 


Seq. No. 


403355 


Seq. ID 


LIB3431-062-P1-N1-B11 


Method 


BLASTX 


NCBI GI 


g3158476 


BLAST score 


166 


E value 


2.0e-ll 


Match length 


43 


% identity 


'70 



51877 



NCBI Description 



(AF067185) aquaporin 2 [Samanea saman] 



Seq. No. 


403356 




LIB3431-062-P1-N1-B12 


Method 


BLASTX 


NCBI GI 


g4914411 


BLAST score 


245 


E value 


1.0e-20 


Match length 


85 


% identity 


59 


NCBI Description 


(AL050352) putative protein [Arabidopsis thaliana] 


Seq. No. 


403357 


Qpn TD 


LIB3431-062-P1-N1-B3 


Method 


BLASTX 


NCBI GI 


g3108343 


BLAST score 


159 


E value 


1.0e-10 


Match length 


102 


% identity 


29 


NCBI Description 


(AF061285) sesquiterpene cyclase [Capsicum annuura] 


Seq. No. 


403358 


Cprr TD 

OCLJ. X U 


T.TR^4^1 -06?-Pl-Nl-R4 


Method 


BLASTX 


NCBI GI 


gl261917 


BLAST score 


218 


E -value 


2.0e-17 


Match length 


59 


% identity 


64 


NCBI Description 


(X96979) lipid transfer protein 7a2b [Hordeum vulgare] 


Seq. No. 


403359 


OCtj • X D 




Method 


BLASTX 


NCBI GI 


gl617197 


BLAST score 


300 


E value 


3.0e-27 


Match length 


71 


% identity 


77 


NCBI Description 


(Z72488) CP12 [Nicotiana tabacum] 


Seq. No. 


403360 




LIR3431-062-P1-N1-B7 


Method 


BLASTX 


NCBI GI 


g2286121 


BLAST score 


534 


E value 


1.0e-54 


Match length 


102 


% identity 


98 


NCBI Description 


(U88068) secl4 like protein [Oryza sativa] 


Seq. No. 


403361 


Seq. ID 


LIB3431-062-P1-N1-B8 


Method 


BLAST N 


NCBI GI 


g2305114 


BLAST score 


225 



51878 



J; 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-123 

352 

91 

Oryza sativa ferredoxin mRNA, complete cds 
403362 

LIB3431-062-P1-N1-B9 

BLASTX 

gl32105 

411 

4.0e-40 

76 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

{RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose l f 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

403363 

LIB3431-062-P1-N1-C11 

BLASTX 

gll5787 

403 

3.0e-39 

76 

100 

CHLOROPHYLL A-B BINDING PROTEIN 2 PRECURSOR (LHCII TYPE I 

CAB-2) (LHCP) >gi_82461j?ir S03706 chlorophyll a/b-binding 

protein 2R precursor - rice >gi_20182_emb_CAA32109_ 
(X13909) chlorophyll a/b-binding preprotein (AA -28 to 235) 
[Oryza sativa] 

403364 

LIB3431-062-P1-N1-C12 

BLAST N 

g20262 

108 

1.0e-53 

220 

87 

0. sativa light-induced mRNA 
403365 

LIB3431-062-P1-N1-C5 

BLASTN 

g218207 

256 

1.0e-142 

284 

98 

Oryza sativa mRNA for the small subunit of 

ribulose-1 f 5-bisphosphate carboxylase, complete cds, clone 



51879 



pOSSS1139 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403366 

LIB3431-062-P1-N1-C6 

BLASTX 

gl854378 

275 

4.0e-24 

60 

87 

(AB001338) Sucrose-Phosphate Synthase [Saccharum 
of ficinarum] 



63 



IS 
pi 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403367 

LIB3431-062-P1-N1-C7 

BLASTX 

g3643090 

337 

2.0e-31 

96 

66 

(AF075582) protein phosphatase-2C; PP2C [Mesembryanthemum 
crystallinum] 

403368 " . 

LIB3431-062-P1-N1-C8 

BLASTX 

g451193 ■ 

397 

2.0e-38 

109 

72 

(L28008) wali7 [Triticum aestivum] 

>gi_1090845_prf 2019486B wali7 gene [Triticum aestivum] 

403369 

LIB3431-062-P1-N1-C9 

BLASTN 

g2072554 

317 

1.0e-178 

325 

99 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403370 

LIB3431-062-P1-N1-D1 

BLASTN 

g2267594 

43 

1.0e-15 

43 

100 

Oryza sativa plastocyanin precursor, mRNA, complete cds 



Seq. No. 



403371 



51880 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-062-P1-N1-D11 

BLASTX 

gl31400 

243 

3.0e-27 

93 

67 

PHOTOS YSTEM II 10 KD. POLYPEPTIDE PRECURSOR 

>gi_81471_pir S00409 photosystem II 10K protein precursor 

- spinach >gi_170127 (J03887) lOkd polypeptide precursor 
[Spinacia oleracea] 



3 : 
S 



3 



Q 

O 



Seq. No. 


403372 


Seq. ID 


LIB3431-062-P1-N1-D12 


Method 


BLASTX 


NCBI GI 


g2244965 


BLAST score 


157 


E value 


2.0e-10 


Match length 


37 


% identity 


81 


NCBI Description 


(Z97340) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


403373 


Seq. ID 


LIB3431-062-P1-N1-D3 


Method 


BLASTN 


NCBI GI 


g21692 


BLAST score 


43 


E value 


9.0e-15 


Match length 


75 


% identity 


89 


NCBI Description 


T.aestivum mRNA 1 for cathepsin B (2529) 


Seq. No. 


403374 


Seq. ID 


LIB3431-062-P1-N1-D4 


Method 


BLASTX 


NCBI GI 


gll5813 


BLAST score 


280 


E value 


8.0e-25 


Match length 


68 


% identity 


82 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 8 PRECURSOR (LHCI TYPE 



CAB- 8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403375 

LIB3431-062-P1-N1-D5 

BLASTX 

g399333 

289 

8.0e-26 

66 

88 

CYSTEINE SYNTHASE, CHLOROPLAST PRECURSOR (O-ACETYLSERINE 
SULFHYDRYLASE) (O-ACETYLSERINE (THIOL) -LYASE) (CSASE) 

>gi_32274 0_pir A43407 cysteine synthase (EC 4.2.99.8) 

precursor - pepper >gi_1794 4_emb_CAA4608 6_ (X64874) 
O-acetylserine (thiol) -lyase [Capsicum annuum] 



51881 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403376 

LIB3431-062-P1-N1-D6 

BLASTX 

g2498397 

217 

2.0e-17 

48 

83 

FERREDOXIN-THIOREDOXIN REDUCTASE, VARIABLE CHAIN (FTR-V) 
{ FERREDOXIN-THIOREDOXIN REDUCTASE SUBUNIT A) (FTR-A) 

403377 

LIB3431-062-P1-N1-D7 

BLASTN 

g3201968 

235 

1.0e-129 

307 

94 

Oryza sativa submergence induced protein 2A mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID " V 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length. 
% identity 



403378 

LIB3431-062-P1-N1-E1 

BLASTN 

g2624325 

179 

4.0e-96 

273 

92 

Oryza sativa mRNA for glycine-rich RNA-binding protein 
(OsGRPl) 

403379 

LIB3431-062-P1-N1-E10 

BLASTX 

gll73347 

184 

1.0e-13 

40 

95 

SEDOHEPTULOSE-l,7-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) (SED (1,7) P2ASE) 

>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265_emb_CAA4 6507_ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 
aestivum] 

403380 

LIB3431-062-P1-N1-E11 

BLASTN 

g218209 

44 

1.0e-15 

155 

88 



51882 



NCBI Description 



Oryza sativa mRNA for the small subunit of 

ribulose-1, 5-bisphosphate carboxylase, complete cds, clone 

pOSSS2106 



m 



a 



H 1 

Q 
P 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403381 

LIB3431-062-P1-N1-E12 

BLASTX 

g3618310 

378 

3.0e-36 

72 

100 

(AB001883) zinc finger protein [Oryza sativa] 
403382 

LIB3431-062-P1-N1-E2 

BLASTX 

gl617197 

274 

4.0e-24 

67 

73 

(Z72488) CP12 [Nicotiana tabacum] 
403383 

LIB3431-062-P1-N1-E3 

BLASTX 

g693920 

386 

3.0e-37 

77 

95 

(U21113) chlorophyll a/b binding protein [Solanum 
tuberosum] 

403384 

LIB3431-062-P1-N1-E5 

BLASTX 

gl076724 

404 

3.0e-39 

77 

95 

LHCI-680, photosystem I antenna protein - barley 
>gi_666054_emb_CAA59049_ (X84308) LHCI-680, photosystem I 
antenna protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403385 

LIB3431-062-P1-N1-E7 

BLASTX 

g2739375 

162 

6.0e-ll~ 

93 

42 

(AC002505) unknown protein [Arabidopsis thaliana] 



51883 



•4v 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403386 

LIB3431-062-P1-N1-E8 

BLASTN 

g5042437 

283 

1.0e-158 

342 

100 

Oryza sativa BAC T49B20 genomic sequence, complete sequence. 



01 



on 



P 
O 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403387 

LIB3431-062-P1-N1-F1 

BLASTX 

g4079798 

455 

3.0e-45 

88 

100 

(AF052203) 23 kDa polypeptide of photosystem II [Oryza 
sativa] 

403388 

LIB34-31-062-P1-N1-F12 

BLASTX 

g347451 

154 

4.0e-10 

29 

100 

(L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 
sativa] 



Seq. No. 


403389 


Seq. ID 


LIB3431-062-P1-N1-F3 


Method 


BLASTX 


NCBI GI 


g3885894 


BLAST score 


330 


E value 


1.0e-30 


Match length 


77 


% identity 


83 


NCBI Description 


(AF093635) photosystem-1 H subunit GOS5 [Oryza sativa] 


Seq. No. 


403390 


Seq. ID 


LIB3431-062-P1-N1-F6 


Method 


BLASTX 


NCBI GI 


g2997591 


BLAST score 


306 


E value 


8.0e-28 


Match length 


74 


% identity 


80 


NCBI Description 


(AF020814) glucose-6-phosphate/phosphate-translocator 




precursor [Pisum sativum] 


Seq. No. 


403391 


Seq. ID 


LIB3431-062-P1-N1-F7 


Method 


BLASTX 


NCBI GI 


g3789952 



51884 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193 

1.0e-14 

35 

100 

(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403392 

LIB3431-062-P1-N1-F9 

BLASTX 

gl32105 

556 

3.0e-57 

101 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364). 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


403393 


Seq. ID 


LIB3431-062-P1-N1-G1 


Method . 


BLASTX 


NCBI GI , 


g2462834 


BLAST score 


244 


E value 


1.0e-20 


Match length 


107 


% identity 


48 


NCBI Description 


(AF000657) hypothetical 


Seq. No. 


403394 


Seq. ID 


LIB3431-062-P1-N1-G10 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


426 


E value 


6.0e-42 


Match length 


92 ' 


% identity 


89 


NCBI Description 


(U86018) photosystem II 


Seq. No. 


403395 


Seq. ID 


LIB3431-062-P1-N1-G11 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


370 


E value 


2.0e-35 


Match length 


70 


% identity 


100 


NCBI Description 


(AF061577) chlorophyll « 


Seq. No. 


403396 


Seq. ID 


LIB3431-062-P1-N1-G12 



51885 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3885892 

208 

1.0e-16 

41 

100 

(AF093634) 



photosystem-1 F subunit precursor [Oryza sativa] 



403397 

LIB3431-062-P1-N1-G2 

BLASTX 

g5031281 

223 

4.0e-18 

47 

81 

(AF1394 99) unknown [Prunus armeniaca] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403398 

LIB3431-062-P1-N1-G3 

BLASTX 

g2072555 

237 

1.0e-19 

44 

100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 


403399 


Seq. ID 


LIB3431-062-P1-N1-G4 


Method 


BLASTX 


NCBI GI 


g5123711 


BLAST score 


280 


E value 


9.0e-25 


Match length 


90 


■% identity 


61 


NCBI Description 


(AL079347) putative protein [Arabidopsis thaliana] 


Seq. No. 


403400 


Seq. ID 


LIB3431-062-P1-N1-G5 


Method 


BLASTX 


NCBI GI 


g347451 


BLAST score 


220 


E value 


9.0e-18 


Match length 


65 


% identity 


69 


NCBI Description 


(L22155) ribulose 1, 5-bisphosphate carboxylase [Oryza 




sativa] 



Seq. No. 40340.1 

Seq. ID LIB3431-062-P1-N1-G6 

Method BLASTX 

NCBI GI g4973264 

BLAST score 376 

E value 4.0e-36 



51886 



Match length 


93 


% identity 


73 


NCBI Description 


(AF144391) thioredoxin-like 


Seq. No. 


403402 


Seq. ID 


LIB3431-062-P1-N1-G7 


Method 


BLASTX 


MpRT (IT 


a2407279 


BLAST score 


206 


E value 


4.0e-16 


Match length 


42 


% identity 


100 


NCBI Description 


(AF017362) aldolase [Oryza : 


Seq. No. 


403403 


Seq. ID 


LIB3431-062-P1-N1-G8 


Method 


BLAST N 


NCBI GI 


g20369 


BLAST score 


381 


E value 


0.0e+00 


Match length 


385 


% identity 


100 


NCBI Description 


Oryza sativa shoot GS2 mRNA 



5 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



synthetase (EC 6.3.1.2) (clone lambda-GS31 ) 
>gi_2170909_dbj_E02681_E02681 cDNA encoding precursor of 
chloroplast localising glutamine synthetase 

403404 

LIB3431-062-P1-N1-G9 

BLAST N 

g3885887 

269 

1.0e-149 

397 

92 

Oryza sativa high mobility group protein (HMG) mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



403405 

LIB3431-062-P1-N1-H11 

BLASTX 

g451193 

412 

3.0e-40 

114 

72 

(L28008) wali7 [Triticum aestivum] 

>gi_1090845_prf 2019486B wali7 gene [Triticum aestivum] 

403406 

LIB3431-062-P1-N1-H3 

BLASTX 

g3250697 

377 

3.0e-36 

91 

76 



51887 



NCBI Description 



(AL024486) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403407 

LIB3431-062-P1-N1-H5 

BLASTN 

g2072554 

285 

1.0e-159 

301 
99 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403408 

LIB3431-062-P1-N1-H7 

BLASTX 

gl32105 

402 

4.0e-39 

73 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi__226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


403409 


Seq. ID 


LIB3431-062-P1-N1-H9 


Method 


BLASTN 


NCBI GI 


g5051932 


BLAST score 


200 


E value 


1.0e-108 


Match length 


254 


% identity 


100 


NCBI Description 


Oryza sativa MADS-box protein FDRMADS8 


Seq. No. 


403410 


Seq. ID 


LIB3431-063-P1-K1-A1 


Method 


BLASTN 


NCBI GI 


g6015437 


BLAST score 


41 


E value 


1.0e-13 


Match length 


41 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


403411 


Seq. ID 


LIB3431-063-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 


E value 


7.0e-20 



51888 



Match length 

% identity 

NCBI Description 



44 
100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 


403412 


Seq. ID 


LIB3431-063-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


392 


E value 


2.0e-38 


Match length 


74 


% identity 


100 - 


NCBI Description 


(AF061577) chlorophyll a/b binding protein [Oryza sativa] 


Seq. No. 


403413 


Seq. ID 


LIB3431-063-P1-K1-A2 


Method 


BLASTX • 


NCBI GI 


gl32105 


BLAST score 


363 


E value 


1.0e-34 


Match length 


101 


% identity 


74 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



(RUBISCO SMALL SUBUNIT C) >gi_68094_pir_RKRZS9 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375jprf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

403414 

LIB3431-063-P1-K1-A3 

BLASTX 

g2407281 

696 

1.0e-73 

144 

93 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

403415 

LIB3431-063-P1-K1-A4 

BLASTN 

g3819202 

51 

2.0e-19 

191 

82 

Hordeum vulgare partial mRNA; clone cMWG0680.rev 
403416 

LIB3431-063-P1-K1-A5 



51889 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g548605 

469 

5.0e-47 

112 

85 

PHOTOSYSTEM 



I REACTION CENTRE SUBUNIT X PRECURSOR 



(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit. 
[Hordeum vulgare] 



403417 

LIB3431-063-P1-K1-A7 

BLASTN 

g2773153 

181 

2.0e-97 

197 

98 

Oryza sativa abscisic acid- 
(Asrl) mRNA, complete cds 



and stress-inducible protein 



403418 

LIB3431-063-P1-K1-A8 

BLASTX 

g4973254 

436 

4.0e-43 

100 

80 

(AF144386) thioredoxin f2 [Arabidopsis thaliana] 
403419 

LIB3431-063-P1-K1-A9 

BLASTN 

g3819198 

67 

4.0e-29 

95 

93 

Hordeum vulgare partial mRNA; clone cMWG0676.rev 
403420 

LIB3431-063-P1-K1-B1 

BLASTX 

gl32105 

664 

8.0e-70 

143 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi__218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 



51890 



ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 





Seq. No, 


403421 




Seq. ID 


LIB3431-063-P1-K1-B10 




Method 


BLASTX 




NCBI GI 


g4220533 




BLAST score 


220 - 




E value 


2.0.e-18 




Match length 


56 




% identity 


77 




NCBI Description 


(AL035356) putative mitochondrial uncoupl: 






[Arabidopsis thaliana] 




Seq. No. 


403422 




Seq. ID 


LIB3431-063-P1-K1-B11 




Method 


BLASTN 




NCBI GI 


g6015437 


o 


BLAST score 


38 




E value 


1.0e-12 


01 


Match length 


38 


ft- 


% identity 


100 




NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 




Seq. No. 


403423 




Seq. ID 


LIB3431-063-P1-K1-B2 


m 


Method 


BLASTX 


& 


NCBI GI 


g3929924 




BLAST score 


479 




E value 


4.0e-48 


o 


Match length 


93 


3-Ji. 


% identity 


98 


o 


. NCBI Description 


(AB020502) catalase [Oryza sativa] 




Seq. No. 


403424 




Seq. ID 


LIB3431-063-P1-K1-B3 




Method 


BLASTX 




NCBI GI 


g4103987 




BLAST score 


486 




E value 


6.0e-49 




Match length 


115 




% identity 


83 




NCBI Description 


(AF030516) 5, 10-methylenetetrahydrof olate 



dehydrogenase-5, 10-methenyltetrahydrof olate cyclohydrolase 
[Pisum sativum] >gi_6002383_emb_CAB56756 . 1_ (AJ011589) 
5, 10-methylenetetrahydrof olate dehydrogenase: 
5, 10-methenyltetrahydrof olate cyclohydrolase [Pisum 
sativum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



403425 

LIB3431-063-P1-K1-B5 

BLASTX 

g2570511 

256 

2.0e-22 
57 



51891 



% identity 

NCBI Description 



88 

(AF022738) chlorophyll a-b binding protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403426 

LIB3431-063-P1-K1-B6 

BLASTN 

g20177 

47 

1.0e-17 

115 

85 

Rice cablR gene for light harvesting chlorophyll 
a/b-binding protein 

403427 

LIB3431-063-P1-K1-B8 

BLASTX 

g3126854 

434 

5.0e-43 

84 

98 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 
403428 

LIB3431-063-P1-K1-B9 

BLASTX 

g5803266 

425 

7.0e-42 

84 

99 

(AP000399) ESTs AU078063 (S154 96) , C97608 (C60475 ) , 
C28255 (C60475) correspond to a region of the predicted 
gene; similar to plastid transketolase 2 (Y15782) [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403429 

LIB3431-063-P1-K1-C1 

BLASTX 

g2245120 

372 

1.0e-35 

121 

60 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
403430 

LIB3431-063-P1-K1-C11 

BLASTX 

g2264373 

163 

1.0e-ll 

41 

66 

(AC002354) putative NAM/no apical meristem protein 
[Arabidopsis thaliana] 



51892 



Seq. No. 


403431 




Seq. ID 


LIB3431-063-P1-K1-C12 




Method 


BLASTN 




NCBI GI 


g6015437 




BLAST score 


37 




E value 


2.0e-ll 




Match length 


48 




% identity 


66 




NCBI Description 


Homo sapiens PEX1 mRNA, '• 


complete cds 


Seq. No. 


403432 




Seq. ID 


LIB3431-063-P1-K1-C3 




Method 


BLASTN 




NCBI GI 


g2305114 




BLAST score 


92 




E value 


1.0e-44 




Match length 


108 




% identity 


96 




NCBI Description 


Oryza sativa ferredoxin 


mRNA, complete < 


Seq. No. 


403433 




Seq. ID 


LIB3431-063-P1-K1-C4 




Method 


BLASTX 




NCBI GI 


gl32105 




BLAST score 


271 




E value 


1.0e-40 




Match length 


84 




% identity 


95 




NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL 



AIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403434 

LIB3431-063-P1-K1-C5 

BLASTX 

g3913018 

547 

3.0e-56 

112 

95 

FRUCTOSE-BISPHOSPHATE ALDOLASE, 
(ALDP) >gi_218155_dbj_BAA02730_ 
aldolase [Oryza sativa] 



CHLOROPLAST PRECURSOR 
(D13513) chloroplastic 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



403435 

LIB3431-063-P1-K1-C8 

BLASTN 

g2570514 

61 

7.0e-26 



51893 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



77 
95 

Oryza sativa glycolate oxidase (GOX) mRNA, complete cds 
403436 

LIB3431-063-P1-K1-D10 

BLASTX 

g4038695 

198 

3.0e-18 

63 

78 

(AB020945) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
small subunit [Avena sativa] 

403437 

LIB3431-063-P1-K1-D11 

BLASTX 

gl32105 

518 

6.0e-53 

99 " 
95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

403438 

LIB3431-063-P1-K1-D2 

BLASTX 

g5734636 

238 

5.0e-20 

71 

56 

(AP000391) Similar to putative lipase (AC006232) [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



403439 

LIB3431-063-P1-K1-D5 

BLASTX 

g2407281 

159 

3.0e-ll 

39 
79 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

403440 

LIB3431-063-P1-K1-D6 



51894 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



o 



u 

S-JL 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 

g6014934 

540 

3.0e-55 

118 

81 

DCL PROTEIN, CHLOROPLAST PRECURSOR (DEFECTIVE CHLOROPLASTS 
AND LEAVES PROTEIN) >gi_1305531 (U55219) defective 
chloroplasts and leaves; required for chloroplast 
development and palisade cell differentiation in leaves 
[Lycopersicon esculentum] >gi_1323698 (U55278) DCL [Solanum 
lycopersicum] 

403441 

LIB3431-063-P1-K1-D9 

BLASTX 

g3549665 

175 

1.0e-12 

37 

81 

(AL031394) hypothetical protein [Arabidopsis thaliana] 
403442 

LIB3431-063-P1-K1-E11 

BLASTX 

g3738329 

257 

2.0e-22 

65 

75 

(AC005170) unknown protein [Arabidopsis thaliana] 
403443 

LIB3431-063-P1-K1-E4 

BLASTN 

g451192 

47 

1.0e-17 

119 

85 

Triticum aestivum (wali7) mRNA, 3 f end, partial cds 
403444 

LIB3431-063-P1-K1-E6 

BLASTX 

g3914423 

183 

8.0e-14 

37 

84 

PROFILIN 4 >gi_2642324 (AF032370) profilin fZea mays] 
403445 

LIB3431-063-P1-K1-E7 

BLASTN 

g6015437 



51895 



BLAST score 


35 


E value 


2.0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


Homo sapiens PEX1 mRNA, complete cds 


Seq. No. 


403446 


Seq. ID 


LIB3431-063-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


g2182029 


BLAST score 


522 


E value 


2.0e-53 


Match length 


99 


% identity 


96 


NCBI Description 


(Y13437) shaggy-like kinase etha (OSKetha) [Oryza sativa] 


Seq. No. 


403447 


Seq. ID 


LIB3431-063-P1-K1-E9 


Method 


BLASTN 


NCBI GI 


g473980 


BLAST score 


45 . 


E value 


1.0e-16 


Match length 


73 


% identity 


89 


NCBI Description 


Rice mRNA, partial homologous to glycine-rich protein gene 


Seq. No. 


403448 


Seq. ID 


LIB3431-063-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g2130069 


BLAST score 


788 


E value 


2.0e-84 


Match length 


143 


% identity 


99 


NCBI Description 


catalase (EC 1.11.1.6) catA - rice 




>gi_1261858_dbj_BAA06232_ (D29966) catalase [Oryza sativa] 


Seq. No. 


403449 


Seq. ID 


LIB3431-063-P1-K1-F11 


Method 


BLASTX. 


NCBI GI 


g2244867 


BLAST score 


314 


E value 


9.0e-29 


Match length 


156 


% identity 


40 


NCBI Description 


(Z97337) hydroxynitrile lyase like protein [Arabidopsis 




thaliana] 


Seq. No. 


403450 


Seq. ID 


LIB3431-063-P1-K1-F12 


Method 


BLASTX 


NCBI GI 


g2570515 


BLAST score 


568 


E value 


1.0e-58 


Match length 


121 


% identity 


93 



NCBI Description (AF022740) glycolate oxidase [Oryza sativa] 

51896 



Seq. No. 


403451 


Seq. ID 


LIB3431-063-P1-K1-F2 


Method 


BLASTX' 


NCBI GI 


g3953471 


BLAST score 


207 


E value 


3.0e-16 


Match length 


62 


% identity 


61 


NCBI Description 


(AC002328) F2202.16 [Arabidopsis thaliana] 


Seq. No. 


403452 


Seq. ID 


LIB3431-063-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


g3075488 


BLAST score 


197 


E value 


2.0e-15 


Match length 


58 


% identity 


67 


NCBI Description 


(AF058796) chlorophyll a/b-binding protein [Oryza sativa] 


Seq. No. 


403453 


Seq. ID 


LIB3431-063-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g5911907 


BLAST score 


337 


E value 


1.0e-31 


Match length 


118 


% identity 


56 


NCBI Description 


(AL117455) hypothetical protein [Homo sapiens] 


Seq. No. 


403454 


Seq. ID 


LIB3431-063-P1-K1-F5 


Method 


BLASTN 


NCBI GI 


g218171 


BLAST score 


90 


E value 


4.0e-43 


Match length 


113 


% identity 


96 


NCBI Description 


Oryza sativa mRNA for type I light-harvesting chlorophyll 




a/b binding protein of photosystem II (LHCPII), complete 




cds 


Seq. No. 


403455 


Seq. ID 


LIB3431-063-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


gl076724 


BLAST score 


586 


E value 


9.0e-61 


Match length 


125 


% identity 


84 


NCBI Description 


LHCI-680, photosystem I antenna protein - barley . 




>gi_666054_emb_CAA59049_ (X84308) LHCI-680, photosystem I 




antenna protein [Hordeum vulgare] 


Seq. No. 


403456 


Seq. ID 


LIB3431-063-P1-K1-F7 



51897 





Method 


BLASTN 




NCBI GI 


g218154 






39 




E value 


4.0e-13 




Match length 


59 




% identity 


92 




NCBI Description 


Oryza sativa gene for cytoplasmic aldolase, complete cds, 






clone :A1 dp., 




Seq. No. 


403457 




Seq. ID 


LIB3431-063-P1-K1-F9 




Method 


BLASTX 




NCBI GI 


a3126854 




BLAST score 


^388 




E value 


1.0e-37 




Match length 


82 




% identity 


90 




NCBI Description 


(AF061577) chlorophyll a/b binding protein [Oryza sativa] 


y 


Seq. No. 


403458 




Seq. ID 


LIB3431-063-P1-K1-G1 




Method 


BLASTX 




NCBI GI 


gll84774 




DT ACT cr«OY*o 


JUL 


f 


E value 


8.0e-51 


Q 


Match length 


114 




% identity 


88 




NCBI Description 


(U45856) cytosolic glyceroldehyde-3-phosphate dehydrogenase 






GAPC3 [Zea mays] 




Seq. No. 


403459 


o 


Seq. ID 


LIB3431-063-P1-K1-G12 


c ""' '" 


Method 


BLASTX 


0 


NCBI GI 


g3913018 


a ; 


BLAST score 


698 




1 no 

Hi Val UC 


7 . 0e-74 


D 


Match length 


139 




% identity 


99 




NCBI Description 


FRUCTOSE-BIS PHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 




(ALDP) >gi_218155_dbj_BAA02730_ (D13513) chloroplastic 






aldolase [Oryza sativa] 




Seq. No. 


4034 60 




Seq. ID 


LIB3431-063-P1-K1-G3 




Method 


BLASTN 




NCBI GI 


gll957 




BLAST score 


342 




E value 


0.0e+00 




Match length 


362 




% identity 


99 




NCBI Description 


Rice complete chloroplast genome 




Seq. No. 


403461 




Seq. ID 


LIB3431-063-P1-K1-G4 




Method 


BLASTX 




NCBI GI 


g3695005 




BLAST score 


386 



51898 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-62 

145 

89 

(AF038586) pyruvate dehydrogenase kinase isoform 2; PDK2 
[Zea mays] 

403462 

LIB3431-063-P1-K1-G8 

BLASTX 

gl32105 

534 

7.0e-55 

96 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

403463 

LIB3431-063-P1-K1-H12 

BLASTX 

gl777375 

527 

6.0e-54 

105 

99 

(D78573) aspartate kinase-homoserine dehydrogenase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403464 

LIB3431-063-P1-K1-H2 

BLASTX 

g2688828 

197 

3.0e-15 

81 

48 

(U97530) ethylene-forming-enzyme-like dioxygenase [Prunus 
armeniaca] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403465 

LIB3431-063-P1-K1-H3 

BLASTX 

g2407281 

741 

7.0e-79 

140 

99 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



51899 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403466 

LIB3431-063-P1-K1-H4 

BLASTX 

g3832512 

374 

5.0e-36 

110 

69 

(AF097922) granule-bound glycogen (starch) synthase 
[Astragalus membranaceus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403467 

LIB3431-063-P1-K1-H5 

BLASTX 

gl31225 

179 

2.0e-13 

59 

66 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi__167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgar e] 



Seq. No. 


403468 


Seq. ID 


LIB3431-063-P1-N1-A11 


Method 


BLASTX 


NCBI GI 


g2072555 


BLAST score 


237 


E value 


7.0e-20 


Match length 


44 


% identity 


100 


NCBI Description 


(AF001396) metallothionein-like protein [Oryza sativa] 




>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-lik< 




protein [Oryza sativa] 


Seq. No. 


403469 


Seq. ID 


LIB3431-063-P1-N1-A12 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


393 


E value 


5.0e-38 


Match length 


78 


% identity 


95 


NCBI Description 


(AF061577) chlorophyll a/b binding protein [Oryza sativa] 


Seq. No. 


403470 


Seq. ID 


LIB3431-063-P1-N1-A2 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


508 


E value 


2.0e-51 


Match length 


91 


% identity 


100 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 



(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 



51900 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375jprf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

403471 

LIB3431-063-P1-N1-A3 

BLASTX 

gl32105 

713 

2.0e-75 

131 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

403472 

LIB3431-063-P1-N1-A4 

BLASTX 

g5541681 

202 

9.0e-16 

83 

59 

(AL096859) putative protein [Arabidopsis thaliana] 
403473 

LIB3431-063-P1-N1-A5 

BLASTX' 

g548605 

570 

9.0e-59 

127 

89 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 

403474 

LIB3431-063-P1-N1-A7 

BLASTN 

g2773153 

373 

0.0e+00 

389 

99 



51901 



NCBI Description 



Oryza sativa abscisic acid- and stress-inducible protein 
(Asrl) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity : 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seqi No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



403475 

LIB3431-063-P1-N1-A8 

BLASTX 

g4973254 

396 

2.0e-38 

94 

79 

(AF144386) thioredoxin 



f2 [Arabidopsis thaliana] 



403476 

LIB3431-063-P1-N1-A9 

BLASTN 

g3819197 

55 

7.0e-22 

200 

82 

Hordeum vulgare partial mRNA; 



clone cMWG0676.uni 



403477 

LIB3431-063-P1-N1-B1 

BLASTX 

gl32105 

426 

7.0e-42 

77 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

403478 

LIB3431-063-P1-N1-B10 

BLASTX 

g4544443 

172 

3.0e-12 

45 

71 

(AC006592) putative mitochondrial uncoupling protein 
[Arabidopsis thaliana] 

403479 

LIB3431-063-P1-N1-B11 
BLASTX 

gl076724 "y 
471 



51902 



E value 
Match length 
% identity 
NCBI Description 



4.0e-47 

89 

96 

LHCI-680, photosystem I antenna protein -.barley 
>gi_666054_emb_CAA59049_ (X84308) LHCI-680, photosystem I 
antenna protein [Hordeum vulgare] 



Q 



0 



Seq. No. 


403480 


Seq. ID 


LIB3431-063-P1-N1-B2 


Method 


BLASTX 


NCBI GI 


g3929924 


BLAST score 


357 


E value 


8.0e-34 


Match length 


67 


% identity 


99 


NCBI Description 


(AB020502) catalase [Oryza sativa] 


Seq. No. 


403481 


Seq. ID 


LIB3431-063-P1-N1-B3 


Method 


BLASTX 


NCBI GI 


g4103987 


BLAST score 


486 


E value 


6.0e-49 


Match length 


115 


% identity 


83 


NCBI Description 


(AF030516) 5, 10-methylenetetrahydrof olate 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



dehydrogenase-5, 10-methenyltetrahydrof olate cyclohydrolase 
[Pisum sativum] >gi_6002383_emb_CAB56756 . 1_ (AJ011589) 
5, 10-methylenetetrahydrof olate dehydrogenase: 
5, 10-methenyltetrahydrof olate cyclohydrolase [Pisum 
sativum] 

403482 

LIB3431-063-P1-N1-B5 

BLASTX 

gll5793 

229 

3.0e-23 

65 

91 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE III PRECURSOR 

(CAB) >gi_72749_pir CDBH3 chlorophyll, a/b-binding protein 

type III precursor - barley >gi_19023_emb_CAA44881__ 
(X63197) type III LHCII CAB precursor protein [Hordeum 
vulgare] 

403483 

LIB3431-063-P1-N1-B8 . 

BLASTX 

g3126854 

410 

4.0e-40 

78 

99 

(AF061577) chlorophyll a/b binding protein [Oryza sativa] 



Seq. No. 



403484 



51903 



y3 



f 8 ! 



Seq. ID 


LIB3431-063-P1-N1-B9 


Method 


BLASTN 


NCBI GI 


g5803242 


BLAST score 


388 


E value 


0.0e+00 


Match length 


484 


% identity 


100 


NCBI Description 


Oryza sativa genomic ] 


Seq. No. 


403485 


Seq. ID 


LIB3431-063-P1-N1-C12 


Method 


BLASTX 


NCBI GI 


g6103011 


BLAST score 


478 


E value 


5.0e-48 


Match length 


104 


% identity 


46 


NCBI Description 


(X84225) precursor of 




[Nicotiana tabacum] 


Seq . No . 


403486 


Seq. ID 


LIB3431-063-P1-N1-C3 


Method 


BLASTX 


NCBI GI 


a871931 


BLAST score 


220 


E value 


8.0e-18 


Match length 


59 


% identity 


71 


NCBI Description 


(D30763) ferredoxin [< 


Seq. No. 


403487 


Seq. ID 


LIB3431-063-P1-N1-C4 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


144 


E value 


5.0e-09 


Match length 


36 


% identity 


81 


NCBI Description 


RIBULOSE BISPHOSPHATE 



DNA, chromosome 6, clone: P0535G04 



Seq. No. 

Seq. ID- 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



RBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375 _j?rf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

403488 

LIB3431-063-P1-N1-C9 

BLASTX 

g4098250 

164 

"3-0e-ll 
71 
41 

(U76611) similar to Solanum tuberosum ci21A gene product 



51904 



encoded by the sequence presented in GenBank Accession 
Number U76610 [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403489 

LIB3431-063-P1-N1-D11 

BLASTX 

g671740 

473 

2.0e-47 

86 

100 

(X84730) ribulose-bisphosphate carboxylase 
construct] 



[synthetic 



Qpn No 


403490 


Seq. ID 


LIB3431-063-P1-N1-D12 


Method 


BLASTN • 


NCBI GI 


g2950394 


BLAST score 


35 


E value 


5.0e-10 


Match length 


51 


% identity 


92 


NCBI Description 


Zea mays me gene, exons 1 to 


Seq. No. 


403491 


Seq. ID 


LIB3431-063-P1-N1-D2 


Method 


BLASTX 


NCBI GI 


g5734636 


BLAST score 


173 


E value 


3.0e-12 


Match length 


53 


% identity 


58 


NCBI Description 


(AP000391) Similar to putati^ 




sativa] 


Seq. No. 


403492 


Seq. ID 


LIB3431-063-P1-N1-D6 


Method 


BLASTX 


NCBI GI 


g6014934 


BLAST score 


381 


E value 


1.0e-36 


Match length 


84 


% identity 


76 



(AC006232) [Oryza 



NCBI Description 



DCL PROTEIN, CHLOROPLAST PRECURSOR (DEFECTIVE CHLOROPLASTS 
AND LEAVES PROTEIN) >gi_1305531 (U55219) defective 
chloroplasts and leaves; required for chloroplast 
development and palisade cell differentiation in leaves 
[Lycopersicon esculentum] >gi_1323698 (U5 t 5278) DCL [Solanum 
lycopersicum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



403493 

LIB3431-063-P1-N1-D7 

BLASTN 

g902200 

62 

3.0e-26 
182 



51905 



% identity 

NCBI Description 



42 

Z.mays complete chloroplast genome 



Seq. No. 


403494 


Seq. ID 


LIB3431-063-P1-N1-E4 


Method 


BLASTX 


NCBI GI 


g451193 


BLAST score 


314 


E value 


2.0e-33 


Match length 


120 


% identity 


68 


NCBI Description 


(L28008) wali7 [Triticum aestivum] 




>gi_1090845_prf 2019486B wali7 gene [Triticum aestivum] 


Sea. No. 


403495 


Seq. ID 


LIB3431-063-P1-N1-E5 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


438 


E value 


2.0e-43 


Match length 


102 


% identity 


85 


NCBI Description 


(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 


Cpn No 


403496 


Seq. ID 


LIB3431-063-P1-N1-E8 


Method 


BLASTN 


NCBI GI 


g2182028 


BLAST score 


324 


E value 


0.0e+00 


Match length 


324 


% identity 


100 


NCBI Description 


Oryza sativa mRNA for shaggy-like kinase etha 


Seq. No. 


403497 






Method 


BLASTN 


NCBI GI 


g2331130 


BLAST score 


226 


E value 


1.0e-124 


Match length 


226 


% identity 


100 


NCBI Description 


Oryza sativa glycine-rich protein (OSGRP1) mRNA, complete 




cds 


Qorr Kin 


403498 


Seq. ID 


LIB3431-063-P1-N1-F10 


Method 


BLASTX 


NCBI GI 


gl705624 


BLAST score 


180 


E value 


4.0e-13 


Match length 


41 


% identity 


88 


NCBI Description 


CATALASE ISOZYME A (CAT-A) 


Seq. No. 


403499 - 


Seq. ID 


LIB3431-063-P1-N1-F12 



51906 



01 

J? 

z: 
p 

I* 



Method 


BLASTX 


ncrt gt 


£L *J f \J *J ± <*J 


BLAST score 


159 


E value 


9.0e-ll 


Match length 


34 


% identity 


97 


NCBI Description 


(AF022740) glycolate oxidase [Oryza sativa] 


Seq. No. 


403500 


Seq. ID 


LIB3431-063-P1-N1-F2 


Method 


BLASTX 


NCBI GI 


a3953471 


BLAST score 


207 


E value 


3.0e-16 


Match length 


62 


% identity 


61 


NCBI Description 


(AC002328) F2202.16 [Arabidopsis thaliana] 


Seq. No. 


403501 


Seq. ID 


LIB3431-063-P1-N1-F3 


Method 


BLASTX 


NCBI GI 


a3075488 


BLAST score 


227 


E value 


2.0e-18 


Match length 


44 


% identity 


98 


NCBI Description 


(AF058796) chlorophyll a/b-binding protein [Oryza sativa] 


Seq. No. 


403502 


Seq. ID 


LIB3431-063-P1-N1-F5 


Method 


BLASTX 


NCBI GI 


g3036946 




307 


E value 


4.0e-28 


Match length 


60 


% identity 


98 


NCBI Description 


(AB012637) light harvesting chlorophyll a/b-binding protein 




[Nicotiana sylvestris] 


Seq. No. 


403503 


Seq. ID 


LIB3431-063-P1-N1-F6 


Method 


BLASTX 


NCBI GI 


gl076724 


BLAST score 


278 


R vfl 1 hp 

i-J vox uc 


1 0p-?4 


Match length 


56 


% identity 


93 


NCBI Description 


LHCI-680, photosystem I antenna protein - barley 




>gi_666054__emb_CAA59049_ (X84308) LHCI-680, photosystem I 




antenna protein [Hordeum vulgare] 


Seq. No. 


403504 


Seq. ID 


LIB3431-063-P1-N1-F7 


Method 


BLASTX 


NCBI GI 


g2407279 


BLAST score 


469 


E value 


6.0e-47 



51907 



Match length 

% identity 

NCBI Description 



96 
95 

(AF017362) aldolase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403505 

LIB3431-063-P1-N1-F9 

BLASTX 

g!15802 

189 

3.0e-14 

36 

97 

CHLOROPHYLL A-B BINDING PROTEIN 36 PRECURSOR (LHCII TYPE 

CAB-36) (LHCP) >gi_100311_pir S21827 chlorophyll 

a/b-binding protein (cab-36) - common tobacco 
>gi_19827_emb_CAA41188_ (X58230) chlorophyll a/b binding 
protein [Nicotiana tabacum] 



Hi 



Seq. No. 

Seq. ID 

Method 

NCBI GI - • 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403506 

LIB3431-063-P1-N1-G1 

BLASTX 

gl20668 

469 

7.0e-47 

102 

88 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_82399_pir A24159 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - barley (fragment) 
>gi_167044 (M36650) glyceraldehyde-3-phosphate 

dehydrogenase [Hordeum vulgare] >gi_225347_prf 1301218A 

dehydrogenase, glyceraldehydephosphate [Hordeum vulgare var. 
distichum] 



Seq. No. 


403507 




Seq. ID 


LIB3431- 


063-P1-N1-G10 


Method 


BLASTX 




NCBI GI 


g21839 




BLAST score 


595 




E value 


7.0e-62 




Match length 


118 




% identity 


94 




NCBI Description 


(X57952) 


phosphoribulokinase [Triticum aestivum] 


Seq. No. 


403508 




Seq. ID 


LIB3431- 


063-P1-N1-G11 


Method 


BLASTX 




NCBI GI 


g517500 




BLAST score 


273 




E . value 


3.0e-24 




Match length 


68 




% identity 


81 




NCBI Description 


(M87435) 


precursor of the oxygen evolving complex 



protein [Zea mays] >gi_444338_prf_ 
OE17 protein [Pisum sativum] 



1906386A photosystem II 



Seq. No. 



403509 



51908 



fn 

fSP • 

cC 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3431-063-P1-N1-G12 

BLASTX 

g2407279 

398 

1.0e-38 

75 
100 

(AF017362) aldolase [Oryza sativa] 
403510 

LIB3431-063-P1-N1-G2 

BLASTX 

g4138290 

283 

3.0e-25 

55 

100 

(AJ005841) thioredoxin M [Oryza sativa] 
403511 

LIB3431-063-P1-N1-G7 

BLASTX 

g2191138 

275 

3.0e-24 

84 

64 

(AF007269) A_IG002N01 . 18 gene product [Arabidopsis 
thaliana] 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403512 

LIB3431-063-P1-N1-G8 

BLASTX 

gl32105 

429 

3.0e-42 
79 

99 - ' 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj__BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

403513 

LIB3431-063-P1-N1-H1 

BLASTX 

g693920 

419 

5.0e-41 

80 

97 

(U21113) chlorophyll a/b binding protein [Solanum 



51909 



tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403514 

LIB3431-063-P1-N1-H10 

BLASTX 

gl21291 

295 

2.0e-30 

79 

90 

GLUCOSE-1-PHOSPHATE ADEN YLYL TRANSFERASE LARGE SUBUNIT 
(ADP-GLUCOSE SYNTHASE) (ADP-GLUCOSE PYROPHOSPHORYLASE) 
(AG PAS E S) (ALPHA-D-GLUCOSE-1-PHOSPHATE ADENYL TRANSFERASE) 

>gi_82596_pir S05079 glucose-l-phosphate 

adenylyltransferase (EC 2.7.7.27) (clone AGA.l) - wheat 
(fragment) >gi_21677_emb_CAA32531__ (X14348) ADP-glucose 
pyrophosophorylase [Triticum aestivum] 

>gi_226873_prf 1609236A ADP glucose pyrophosphatase AGA.l 

[Triticum aestivum] 



y3 



3 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



L-063-P1-N1-H12 
?5 



403515 
LIB3431- 
BLASTX 
gl77737! 
152 

6.0e-10 

31 

97 

(D78573) aspartate kinase-homoserine dehydrogenase [Oryza 
sativa] 



Ljl 
r~ 

Q 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403516 

LIB3431-063-P1-N1-H3 

BLASTX 

gl32105 

709 

5.0e-75 

130 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate .. . 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% 'identity 



403517 

LIB3431-063-P1-N1-H5 

BLASTX 

gl31225 

216 

2.0e-17 

56 

73 



51910 



NCBI Description 



PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 


403518 


Seq. ID 


LIB3431-063-P1-N1-H6 


Method 


BLASTX 


NCBI' GI 


g2462750 


BLAST score 


154 


E value 


4.0e-10 


Match length 


52 


% identity 


62 


NCBI Description 


(AC002292) Highly similar to auxin-induced protein 




(aldo/keto reductase family) [Arabidopsis thaliana] 


Seq. No. 


403519 


Seq. ID 


LIB3432-001-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g600771 


BLAST score 


198 


E value 


1.0e-15 


Match length 


63 


% identity 


68 


NCBI Description 


(L35844) G protein alpha subunit [Oryza sativa] 


Seq. No. 


403520 


Seq. ID 


LIB3432-002-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


g5002357 


BLAST score 


156 


E value 


6.0e-ll 


Match length 


56 


% identity 


59 


NCBI Description 


(AF150957) heat-shock protein ClpP [Azospirillum 




brasilense] 


Seq. No. 


.403521 


Seq. ID 


LIB3432-002-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g2739382 


BLAST score 


215 


E value 


3.0e-17 


Match length 


141 


% identity 


38 


NCBI Description 


(AC002505) myosin heavy chain-like protein [Arabido 




thaliana] 


Seq. No. 


403522 


Seq. ID 


LIB3432-003-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g5263320 


BLAST score 


677 


E value 


3.0e-71 


Match length 


147 



% identity 

NCBI Description 



91 

(AC007727) Similar to gb_M87339 replication factor C, 



51911 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 



37-kDa subunit from Homo sapiens and is a member of 
PF_00004 ATPases associated with various cellular 
activities. [Arabidopsis thaliana], 

40"3523 

LIB3432-005-P1-K1-A3 

BLASTX 

g.5912299 

587 

7.0e-61 

123 
93 

(AJ133787) gigantea homologue [Oryza sativa] 
403524 

LIB3432-006-P1-K1-B8 

BLASTX 

g871931 

492 

8 . Oe-50 

116 

88 

(D30763) ferredoxin .[Oryza sativa] 
403525 

LIB3432-006-P1-K1-H9 

BLASTX 

g2827524 

215 

2.0e-17 

44 

77 

(AL021633) predicted protein [Arabidopsis thaliana] 
403526 

LIB3432-007-P1-K1-B6 
BLASTX 
gl244566 
'719 

3.0e-76 

145 

92 

(U39321) acetyl-CoA carboxylase [Triticum aestivum] 

>gi_1588584_prf 22084 91A Ac-CoA carboxylase [Triticum 

aestivum] 

403527 

LIB3432-007-P1-K1-C1 

BLASTN 

g577352 

55 

6.0e-22 

148 

38 

Streptococcus equi M protein (emmSzW60) gene, complete cds 
403528 



51912 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
• E value 
Match length 
% identity 
NCBI Description 



LIB3432-007-P1-K1-C11 

BLASTX 

g5230785 

214 

5.0e-17 

63 
65 

(AF107024) 



histone -HI WH1B.1 [Triticum aestivum] 



403529 

LIB3432-007-P1-K1-E12 

BLASTX 

g3417451 

155 

3.0e-10 

39 
74 

(AB013728) light-harvesting chlorophyll a/b-binding protein 
of photosystem II [Cryptomeria japonica] 

403530 

LIB3432-007-P1-K1-E5 

BLASTX 

g3980378 

373 . 

1.0e-35 

140 

55 

(AC004561) putative RNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ribulose bisphosphate carboxylase/oxygenase 
[Arabidopsis thaliana] >gi_2642170 (AC003000) 



403531 

LIB3432-007-P1-K1-H12 
BLASTX 
g!66835 
623 

4.0e-65 
135 
89 

(M86720) 
activase 

Rubisco activase [Arabidopsis thaliana] 
403532 

LIB3432-007-P1-K1-H4 
BLASTX 
g3789952 
562 

5.0e-58 
112 
93 

(AF094775) 
sativa] 



chlorophyll a/b-binding protein presursor [Oryza 



Seq. No. 
Seq. ID 
Method 



403533 

LIB3432-007-P1-K1-H6 
BLASTX 



51913 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3914603 
317 

4.0e-29 

145 

50 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE, 
CHLOROPLAST PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 
(U74321) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase [Oryza sativa] 

403534 

LIB3432-009-P1-K1-A2 

BLASTX 

g3367594 

194 

1.0e-14 

70 

53 

(AL031135) putative protein [Arabidopsis thaliana] 
403535 

LIB3432-009-P1-K1-A7 

BLASTX 

g4574139 

159 

2.0e-17 

83 

64 

(AF073697) cysteine synthase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403536 

LIB3432-010-P1-K1-B11 

BLASTX 

g940288 

381 

1.0e-36 

137 

57 

(L43510) protein localized in the nucleoli of pea nuclei 
ORF; putative [Pisum sativum] 

403537 

LIB3432-010-P1-K1-G11 

BLASTX 

g606817 

329 

2.0e-30 

78 

82 

(U08404) carbonic anhydrase [Oryza sativa] 
>gi_5917783_gb_AAD56038.1_AF182806_l (AF182806) carbonic 
anhydrase 3 [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



403538 

LIB3432-010-P1-K1-G2 

BLASTX 

g2072555 



51914 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
. E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215 

4.0e-17 

44 

91 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

403539 

LIB3432-010-P1-K1-G5 

BLASTX 

g6041833 

180 

5.0e-13 

125 

36 

(AC009853) unknown protein [Arabidopsis thaliana] 
403540 

LIB3432-010-P1-K1-G9 

BLASTX 

gl35'3352 

190 

1.0e-14 

61 

67 

(U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403541 

LIB3432-011-P1-K1-B9 

BLASTX 

g2407281 

680 

1.0e-71 

139 

91 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

403542 

LIB3432-011-P1-K1-G7 

BLASTX 

g733458 

340 

6.0e-32 

90 

77 

(U23190) chlorophyll a/b-binding apoprotein CP24 precursor 
[Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



403543 

LIB3432-012-P1-K1-D11 

BLASTX 

gl632822 

214 

1.0e-17 



51915 



Match length 


44 


% identity 


95 


NCBI Description 


(Y08962) transmembrane. protein [Oryza sativa] >gi_1667594 




(U77297) transmembrane protein [Oryza sativa] 


Seq. No. 


403544 


Seq. ID 


LIB3432-012-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g4056490 


BLAST score 


189 


E value 


2.0e-14 


Match length 


90 


% identity 


42 


NCBI Description 


(AC005896) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


403545 


Seq. ID 


LIB3432-012-P1-K1-D7 


Method 


BLAST N 


NCBI GI 


g20155- >;:. 


BLAST score 


65 


E value 


3.0e-28 


Match length 


85 


% identity 


94 


NCBI Description 


0. sativa random single-copy DNA fragment 12RG214R 


Seq. No. 


403546 


Seq. ID 


LIB3432-012-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


a4662632 


BLAST score 


230 


E value 


6.0e-19 


Match length 


71 


% identity 


68 


NCBI Description 


(AC007267) unknown protein [Arabidopsis thaliana] 


Seq. No. 


403547 


Seq. ID 


LIB3432-012-P1-K1-G7 


Method 


BLASTN 


NCBI GI 


a5257255 


BLAST score 


83 


E value 


1.0e-38 


Match length 


168 


% identity 


86 


NCBI Description 


Oryza sativa genomic DNA, chromosome 8, clone: P0026F07 


Seq. No. 


403548 


Seq. ID 


LIB3432-012-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


a3885892 


BLAST score 


262 


E value 


1.0e-22 


Match length 


67 . 


% identity 


79 


NCBI Description 


(AF093634) photosystem-1 F subunit precursor [Oryza sativa] 


Seq. No. 


403549 


Seq. ID 


LIB3432-012-P1-K1-H7 



51916 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4455680 

150 

4.0e-10 

66 
47 

(AL035472) 
leprae] 



putative prolyl tRNA synthetase [Mycobacterium 



403550 

LIB3432-013-P1-K1-H12 

BLASTX 

g2373403 

157 

5-0e-ll 

42 
67 

(D85193) similar to the membrane protein RD28 [Arabidopsis 
thaliana] 

403551 

LIB3432-014-P1-K1-H6 

BLASTX 

g4006855 

215 

2.0e-17 

76 

57 

(Z99707) Cu2+-transporting ATPase-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403552 

LIB3432-015-P1-K1-D5 

BLASTX 

gll73347 

618 

1.0e-64 

120 

94 

SEDOHEPTULOSE-l,7-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 
(SEDOHEPTOLOSE-BISPHOSPHATASE) (SBPASE) (SED (1,7) P2ASE) 

>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265_emb_CAA4 6507_ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403553 

LIB3432-015-P1-K1-D6 

BLASTX 

g2281115 

631 

6.0e-66 
154 
76 

(AC002330) 
thaliana] 



putative cullin-like 1 protein [Arabidopsis 



51917 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403554 

LIB3432-016-P1-K1-D2 

BLASTX 

gl617197 

275 

3.0e-24 

71 

75 

(Z72488) CP12 [Nicotiana tabacum] 
403555 

LIB3432-016-P1-K1-D5 

BLASTX 

g2501189 

192 

1.0e-14 

82 

56 

THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_2 13014 6_pir S61419 thiamine biosynthetic enzyme thil-1 

- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 

403556 

LIB3432-016-P1-K1-H6 

BLASTX 

g2072555 

233 

2.0e-19 

44 

98 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 



Seq. No. 


403557 


Seq. ID 


LIB3432-017-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


g2253092 


BLAST score 


196 


E value . 


3.0e-20 


Match length 


68 


% identity 


66 


NCBI Description 


(Y14198) hypothetical protein [Spinacia oleracea] 


Seq. No. 


403558 


Seq. ID 


LIB3432-018-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


g4587524 


BLAST score 


159 


E value 


1.0e-10 


Match length 


42 


% identity 


69 


NCBI Description 


(AC007060) T5I8.13 [Arabidopsis thaliana] 


Seq. No. 


403559 


Seq. ID 


LIB3432-018-P1-K1-D2 



51918 



00 

u 



O 
Q 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4567273 

433 

9.0e-43 

140 

60 

(AC006841) putative vacuolar proton ATPase subunit 
[Arabidopsis thaliana] 

403560 

LIB3432-019-P1-K1-A7 

BLASTX 

gl32105 

479 

3.0e-48 

109 

85 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


403561 


Seq. ID 


LIB3432-019-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g2570497 


BLAST score 


206 


E value 


3.0e-16 


Match length 


123 


% identity 


42 


NCBI Description 


(AF022731) H protein subunit of glycine 




[Oryza sativa] 


Seq. No. 


403562 


Seq. ID 


LIB3432-020-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


g3281853 


BLAST score 


536 


E value 


7.0e-55 


Match length 


139 


% identity 


76 


NCBI Description 


(AL031004) putative protein [Arabidopsis 


Seq. No. 


403563 


Seq. ID 


LIB3432-020-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


g4104056 


BLAST score 


279 


E value 


1.0e-24 


Match length 


62 


% identity 


81 


NCBI Description 


(AF031194) S276 [Triticum aestivum] 



' 51919 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403564 

LIB3432-020-P1-K1-D4 

BLASTN 

g5852170 

108 

7.0e-54 

179 

89 

Oryza sativa indica (GLA4 ) genomic DNA, chromosome 4, BAG 
clone:tl7804 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403565 

LIB3432-020-P1-K1-D5 

BLASTX 

gll73347 

189 

1.0e-14 

79 

54 

SEDOHEPTULOSE-l,7-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 
( SEDOHEPTULOSE-BISPHOS PHATASE ) ( SBPASE ) ( SED ( 1 , 7 ) P2ASE ) 

>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265_emb_CAA4 6507_ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 
aestivum] 



B 



Seq. No. 


403566 


Seq. ID 


LIB3432-021-P1-K1-A2 


Method 


BLASTN 


NCBI GI 


g6063530 


BLAST score 


39 


E value 


5.0e-13 


Match length 


43 


% identity 


98 


NCBI Description 


Oryza sativa genomic 1 


Seq. No. 


403567 


Seq. ID 


LIB3432-021-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


g6063542 


BLAST score 


273 


E value 


3.0e-24 


Match length 


61 


% identity 


85 


NCBI Description 


(AP000615) EST C74302 



0840) corresponds to a region of 
the predicted gene.; similar to glyceraldehyde-3-phosphate 
dehydrogenase. (M64118) [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



403568 

LIB3432-021-P1-K1-A7 

BLASTX 

gll5766 

316 

1.0e-29 

71 

76 



51920 



NCBI Description 



.Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN PRECURSOR (LHCI TYPE II 
CAB) >gi_82243j?ir_S00442 chlorophyll a/b-binding protein 
precursor - garden petunia >gi_169214 (M21317) chlorophyll 
binding protein precursor [Petunia hybrida] 

>gi_226259_prf 1503272A chlorophyll binding protein 

[Petunia sp.] 

403569 */* 

LIB3432-022-P1-K1-E1 

BLASTX 

gl66835 

464 

1.0e-46 

92 

96 

(M86720) 
activase 



ribulose bisphosphate carboxylase/oxygenase 
[Arabidopsis thaliana] >gi_2 642170 (AC003000) 



Rubisco activase [Arabidopsis thaliana] 
403570 

LIB3432-023-P1-K1-H11 

BLASTX 

g2754849 

324 

6.0e-30 

96 

68 

(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 

403571 

LIB3432-024-P1-K1-B12 

BLASTX 

gl32105 

183 

6.0e-14 

59 

68 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

403572 

LIB3432-024-P1-K1-H5 

BLASTX 

gl353352 

191 

1.0e-14 

57 

61 

(U31975) alanine aminotransferase [Chlamydomonas 



51921 



reinhardtii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403573 

LIB3432-026-P1-K1-D2 

BLASTN 

g2072554 

142 

4.0e-74 

166 

98 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403574 

LIB3432-026-P1-K1-H6 

BLASTX 

g5912588 

716 

7.0e-76 

152 

86 

(AJ249607) MGDG synthase A [Spinacia oleracea] 
403575 

LIB3432-028-P1-K1-A3 

BLASTX 

g585551 

236 

3.0e-20 

58 

78 

NUCLEOSIDE DIPHOSPHATE KINASE I (NDK I) (NDP KINASE I) 

>gi_629798_pir S43330 nucleoside-diphosphate kinase (EC 

2.7.4.6) - rice >gi_30384 9_dbj_BAA037 98_ (D16292) 
nucleoside diphosphate kinase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403576 

LIB3432-028-P1-K1-C11 

BLASTX 

g5091509 

816. 

1.0e-87 

147 

99 

(AB023482) EST AU065533 (C2174 ) corresponds to a region of 
the predicted gene.; Similar to Homo sapiens splicing 
factor Prp8 mRNA, complete cds . (AF092565) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403577 

LIB3432-028-P1-K1-D6 

BLASTX 

gl32105 

627 

2.0e-65 

136 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C 



PRECURSOR 



51922 



(RUBISCO SMALL SUBUNIT C) >gi__68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403578 

LIB3432-028-P1-K1-G5 

BLASTX 

g729535 

160 

9.0e-ll 

78 

46 

FERREDOXIN-THIOREDOXIN REDUCTASE, CATALYTIC CHAIN PRECURSOR 
( FTR-C) (FERREDOXIN-THIOREDOXIN REDUCTASE SUBUNIT B) 
( FTR-B) 



£0 
Eft 



rs 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Match length . 

% identity 

NCBI Description 



403579 

LIB3432-028-P1-K1-H3 

BLASTX 

gl217967 

438 

3.0e-43 

124 

72 

(X96431) high affinity sulphate transporter [Hordeum 
vulgare] 



Seq. No. 


403580 


Seq. ID 


LIB3432-029-P1-K1-E3 


Method 


BLASTN 


NCBI GI 


g5803242 


BLAST score 


221 


E value 


1.0e-121 


Match length 


334 


% identity 


97 


NCBI Description 


Oryza sativa genomic DNA, chromosome 6, clone : P0535G04 


Seq. No. 


403581 


Seq. ID 


LIB3432-030-P1-K1-A1 


Method 


BLASTN 


NCBI GI 


gl835730 


BLAST score 


129 


E value 


3.0e-66 


Match length 


285 


% identity 


88 


NCBI Description 


Oryza sativa photosystem II 10 kDa polypeptide mRNA, 




complete cds 


Seq. No. 


403582 


Seq. ID 


LIB3432-030-P1-K1-A11 


Method 


BLASTN 


NCBI GI 


gl835730 



51923 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175 

1.0e-93 

351 
87 

Oryza sativa photosystem II 10 kDa polypeptide mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403583 

LIB3432-030-P1-K1-D4 

BLASTX 

g3413511 

256 

2.0e-22 

77 

66 

(AJ000265) glucose-6-phosphate isomerase [Spinacia 
oleracea] 



Seq. No. 


403584* 


Seq. ID 


LIB3432-032-P2-K1-G1 


Method 


BLAST N 


NCBI GI 


g4138731 


BLAST score 


44 


E value 


3.0e-15 


Match length 


166 


% identity 


28 


NCBI Description 


Zea mays mRNA for proline-rich protein 


Seq. No. 


403585 


Seq. ID 


LIB3432-032-P2-K1-H11 


Method 


BLASTX 


NCBI GI 


g2288969 


BLAST score 


182 


E value 


2.0e-19 


Match length 


120 


% identity 


51 


NCBI Description 


(Y12862) glutathione transferase [Zea mays] 


Seq. No. 


403586 


Seq. ID 


LIB3432-034-P2-K1-H12 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


563 


E value 


5.0e-58 


Match length 


122 


% identity 


86 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 



C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 



403587 



51924 



o 

pi 



O 



Seq. ID 


LIB3432-034-P2-K1-H5 


Method 


BLASTX 


NCBI GI 


g5007084 


RT.A9T qrnrp 


696 


E value 


1.0e-73 


Match length 


133 


% identity 


98 


NCBI Description 


(AF155333) NADP-specific isocitrate dehydrogenase [Oryz, 




sativa] 


Seq. No. 


403588 


Seq. ID 


LIB3432-034-P2-K1-H6 


Method 


BLASTX 


NCBI GI 


g4895183 


BLAST score 


272 


E value 


6.0e-24 


Match length 


105 


% identity 


49 


NCBI Description 


(AC007661) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


403589 


Seq. ID 


LIB3432-035-P2-K1-A2 


Method 


BLASTN 


NCBI GI 


g304219 


BLAST score 


70 


E value 


3.0e-31 


Match length 


173 


% identity 


86 


NCBI Description 


Hordeum vulgare chloroplast photosystem I PSK-I subunit 




mRNA, complete cds 


Seq. No. 


403590 


Seq. ID 


LIB3432-035-P2-K1-A3 


Method 


BLASTX 


NCBI GI 


g3913018 


BLAST score 


819 




6 Oe-88 


Match length 


163 


% identity 


96 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 




(ALDP) >gi_218155_dbj_BAA02730_ (D13513) chloroplastic 




aldolase [Oryza sativa] 


Seq. No. 


403591 


Seq. ID 


LIB34'32-035-P2-Kl-C7 


Method 


BLASTN 


NCBI GI 


g4959460 


BLAST score 


35 


E value 


2.0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


Zea mays RACB small GTP binding protein mRNA, complete < 


Seq. No. 


403592 


Seq. ID 


LIB3432-035-P2-K1-G6 


Method 


BLASTX 


NCBI GI 


g!32081 



51925 



BLAST score 

E value . 

Match length 

% identity 

NCBI Description 



300 

1.0e-27 

82 

76 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_68093_pir RKRZS 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - rice >gi_20341_emb_CAA30393_ (X07515) ribulose 
bisphosphate carboxylase [Oryza sativa] 



Seq. No. 


403593 


Seq. ID 


LIB3432-035-P2-K1-H6 


Method 


BLASTX 


NCBI GI 


gl350986 


DiinO 1 


sJ -J 


E value 


2.0e-61 


Match length 


115 


% identity 


99 


NCBI Description 


40S RIBOSOMAL PROTEIN S3A (CYC07 PROTEIN) 




>gi_483431_dbj_BAA05059_ (D26060) cyc07 [Oryza sativa; 


Seq. No. 


403594 


Seq. ID 


LIB3432-035-P2-K1-H8 


Method 


BLASTN 




yfi / j jo u 


BLAST score 


44 


E value 


7.0e-16 


Match length 


56 


% identity 


93 


NCBI Description 


Rice mRNA, partial homologous to glycine-rich protein 


Seq. No. 


403595 


Seq. ID 


LIB3432-037-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


g2293480 


BLAST score 


162 


E value 


A 1 
fi . Uc J. J. 


Match length 


45 


% identity 


73 


NCBI Description 


(AF011331) glycine-rich protein [Oryza sativa] 


Seq. No. 


403596 


Seq. ID 


LIB3432-037-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


g2804280 


BLAST score 


653 


E value 


1.0e-68 


Match length 


136 


% identity 


82 


NCBI Description 


(AB003687) 6-4 photolyase [Arabidopsis thaliana] 




>gi_3929918_dbj_BAA34711_ (AB017331) 6-4 photolyase 




[Arabidopsis thaliana] 


Seq. No. 


403597 


Seq. ID 


LIB3432-037-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


g4582783 



51926 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



167 

3.0e-13 

73 

55 

(AJ006752) starch synthase, isoform V [Vigna unguiculata] 
403598 

LIB3432-037-P1-K1-E3 

BLASTX 

g4850330 

332 

7.0e-31 

63 

100 

(AB027123) cytochrome c oxidase subunit 5c [Oryza sativa] 
403599 

LIB3432-037-P1-K1-F7 

BLASTX 

g2773154 

217 

6.0e-18 

71 

62 

(AF039573) abscisic acid- and stress-inducible protein 
[Oryza sativa] 

403600 

LIB3432-039-P1-K1-A2 

BLASTX 

g3122572 

519 

8.0e-53 

148 

67 

NADH - UB I QU I NONE OXIDOREDUCTASE 75 KD SUBUNIT PRECURSOR 
(COMPLEX I-75KD) (CI-75KD) (76 KD MITOCHONDRIAL COMPLEX I 

SUBUNIT) >gi_1084434__pir S52737 NADH dehydrogenase 

(ubiquinone) (EC 1.6.5.3). 76K chain precursor - potato 
>gi_758340_emb_CAA59818_ (X85808) 76 kDa mitochondrial 
complex I subunit [Solanum tuberosum] 

403601 

LIB3432-039-P1-K1-G6 

BLASTX 

g5091509 

719 

3.0e-76 

134 

100 

(AB023482) EST AU065533 (C2174 ) corresponds to a region of 
the predicted gene.; Similar to Homo sapiens splicing 
factor Prp8 mRNA, complete cds . (AF092565) [Oryza sativa] 

403602 

LIB3432-039-P1-K1-H12 - 
BLAST N 



51927 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl661159 
232 

1.0e-128 

232 

100 

Oryza sativa chlorophyll a/b binding protein (kcdl8 95) 
mRNA, complete cds 

403603 

LIB3432-039-P1-K1-H4 

BLASTX 

g733456 

527 

9.0e-54 

122 

84 

(U23189) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 



Seq. No. 

Seq. ID 

Method " 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403604 

LIB3432-040-P1-K1-A12 

BLASTN 

g2072554 

36 

1.0e-10 

36 
100 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



403605 

LIB3432-040-P1-K1-A6 

BLASTN 

g6103440 

50 

8.0e-20 

50 

100 

Oryza sativa metallothionein-like protein (ML2) mRNA, 
complete cds 

403606 

LIB3432-040-P1-K1-D10 

BLASTX 

g22240 

307 

2.0e-28 

79 

80 

(X07157) GADPH (383 AA) [Zea mays] 
403607 

LIB3432-040-P1-K1-G8 

BLASTX 

gl32105 

495 

3.0e-50 



51928 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



91 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase. (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

403608 

LIB3432-041-P1-K1-C11 

BLASTX 

g671740 

542 

2.0e-55 

98 

100. 

(X84730) ribulose-bisphosphate carboxylase [synthetic 
construct] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403609 

LIB3432-042-P2-K1-A1 

BLAST N 

gl835730 

219 

1.0e-120 

235 

98 

Oryza sativa photosystem II 10 kDa polypeptide mRNA, 
complete cds 

403610 

LIB3432-042-P2-K1-A10 

BLASTX 

g733456 

343 

4.0e-32 

66 

92 

(U23189) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

403611 

LIB3432-042-P2-K1-A12 

BLASTX 

g3789952 

575 

1.0e-59 

108 

97 

(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 



Seq. No. 



403612 



51929 



01 
DO 
JE 

t 

5 

ti 



Seq. ID 


LIB3432-042-P2-K1-A9 


Method 


BLASTX 


NCBI GI 


g2662310 


BLAST- score 


219 


E value 


3.0e-18 


Match length 


66 


% identity 


67 


NCBI Description 


(AB009307) bpwl [Hordeum vulgare] 


Seq. No. 


403613 


Seq. ID 


LIB3432-042-P2-K1-B2 


Method 


BLASTX 


NCBI GI 


g3643607 


BLAST score 


260 


E value 


8.0e-23 


Match length 


62 


% identity 


76 


NCBI Description 


(AC005395) unknown protein [Arabidops 


Seq. No. 


403614 


Seq. ID 


LIB3432-042-P2-K1-B3 


Method 


BLASTX 


NCBI GI 


g2129675 


BLAST score 


555 


E value 


4.0e-57 


Match length . 


122 . 


% identity 


89 


NCBI Description 


probable chlorophyll synthetase G4 - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq; No. 
Seq. ID 



>gi_972938 (U19382) putative chlorophyll synthetase 
[Arabidopsis thaliana] >gi_3068709 (AF049236) putative 
chlorophyll synthetase [Arabidopsis thaliana] 

403615 

LIB3432-042-P2-K1-B4 

BLASTN 

gl67086 

52 

2.0e-20 

148 

84 

Hordeum vulgare photosystem I protein (PSI-L) mRNA, 
complete cds 

403616 

LIB3432-042-P2-K1-B7 

BLASTX 

g82080 

200 

7.0e-16 
72 
.60 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

403617 

LIB3432-042-P2-K1-C11 



51930 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
gll68537 
448 

1.0e-44 
96 
89 

ASPARTIC 
aspartic 
>gi_218143_dbj 
[Oryza sativa] 



PROTEINASE PRECURSOR >gi_82458_pir JS0732 

proteinase (EC 3.4.23.-) - rice 

_BAA02242_ (D12777) aspartic proteinase 



Seq. No. 


403618 


Seq. ID 


LIB34 32-04 2-P2-K1-C5 


Method 


BLASTX 


NCBI GI 


g4557093 


BLAST score 


188 


E value 


6.0e-14 


Match length 


46 


% identity 


78 


NCBI Description 


(AF001136) zinc finger protein [Pinus radiata] 


Seq. No. 


403619 


Seq. ID 


LIB3432-042-P2-K1-C9 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


455 


E value 


2.0e-45 


Match length 


92 


% identity 


91 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C 



(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 403620 

Seq. ID LIB3432-042-P2-K1-D1 

Method BLASTX 

NCBI GI g3540182 

BLAST score 182 

E value 3.0e-15 

Match length 77 

% identity 64 

NCBI Description (AC004122) Unknown protein [Arabidopsis thaliana] 

Seq. No. 403621 

Seq. ID LIB3432-042-P2-K1-D11 

Method BLASTX 

NCBI GI g2407281 

BLAST score 337 

E value 7.0e-33 

Match length . 78 

% identity 89 



51931 



NCBI Description 



(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



403622 

LIB3432-042-P2-K1-D6 

BLASTX 

gl808694 

480 

2.0e-48 : ' 

109 

87 

(Y10787) hypothetical protein [Sporobolus stapfianus] 
403623 

LIB3432-042-P2-K1-D9 

BLASTX 

g4204267 

341 

3.0e-32 

94 

70 

(AC005223) 55585 [Arabidopsis thaliana] 
403624 

LIB3432-042-P2-K1-E10 

BLASTX 

g2130082 

338 

2.0e-31 

157 

49 

protein kinase Xa21 (EC 2.7.1.-) - rice >gi_1122443 
(U37133) receptor kinase-like protein [Oryza sativa] 
>gi_2586085 (U72723) receptor kinase-like protein [Oryza 

longistaminata] >gi_1586408_prf 2203451A receptor 

kinase-like protein [Oryza sativa] 

403625 

LIB3432-042-P2-K1-E3 

BLASTX 

g549063 

339 

3.0e-32 

67 

97 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_1072464_pir A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 

403626 

LIB3432-042-P2-K1-E4 

BLASTX 

g2072555 

237 

1.0e-19 
44 



51932 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441_gb_AAF03603.1_ (AF147786) metallothionein-like 
protein [Oryza sativa] 

403627 

LIB3432-042-P2-K1-F11 

BLASTX 

g2497746 

191 

5.0e-15 

37 

100 

NONSPECIFIC LIP ID-TRANSFER PROTEIN 2 PRECURSOR (LTP 2) 
>gi_951334 (U31766) lipid transfer protein precursor [Oryza 
sativa] 



Seq. No. 


403628 


Seq. ID 


LIB3432-042-P2-K1-F4 


Method 


BLASTX 


NCBI GI 


g4006893 


BLAST score 


170 


E value 


2.0e-12 


Match length 


54 


% identity 


54 


NCBI Description 


(Z99708) aminopeptidase-like protein [Arabidopsis thaliana] 


Seq. No. 


403629 


Seq. ID 


LIB3432-042-P2-K1-F5 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


4 90 


E value 


8.0e-50 


Match length 


92 


% identity 


97 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

403630 

LIB3432-042-P2-K1-F6 

BLAST N 

g6041757 

122 

5.0e-62 

307 

85 

Genomic Sequence For Oryza sativa Clone 10P20, Lemont 
Strain, Complete Sequence, complete sequence 



Seq. No. 



403631 



51933 



Seq. ID 


LIB3432-042-P2-K1-G10 


Method 


BLASTX 




n*391 9ft ^9 


BLAST score 


329 


E value 


9.0e-31 


Match length 


111 


% identity 


64 


NCBI Description 


(AC004005) unknown protein [Arabidopsis thaliana] 


Seq. No. 


403632 


Seq. ID 


LIB3432-042-P2-K1-G4 


Method 


BLASTX 


NCBI GI 


g82080 


BLAST score 


533 


Zt VdlUc 




Match length 


131 


% identity 


74 


NCBI Description 


chlorophyll a/b-binding protein type III precursor - tomato 




>gi 226872jprf 1609235A chlorophyll a/b binding protein 




[Lycopersicon esculentum] 


Seq. No. 


403633 


Seq. ID 


LIB3432-042-P2-K1-G5 


Method 


BLASTN 


NCBI GI 


g4733953 






E value 


9.0e-ll 


Match length 


72 


% identity 


88 


NCBI Description 


Arabidopsis thaliana chromosome I BAC F13011 genomic 




sequence, complete sequence 


Seq. No. 


403634 


Seq. ID 


LIB3432-042-P2-K1-G7 


Method 


BLASTX 


NCBI GI 


gll5772 


BLAST score 


571 


E value 


4.0e-59 


Match length 


114 






NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 1 PRECURSOR (LHCII TYPE I 


CAB-1) (LHCP) >gi_82460_pir S03705 chlorophyll a/b-binding 




protein 1R precursor - rice >gi_20178_emb_CAA32108_ 




(X13908) chlorophyll a/b-binding preprotein (AA -31 to 235) 




[Oryza sativa] 


Seq. No. 


403635 


Seq. ID 


LIB3432-042-P2-K1-H2 


Method 


BLASTX 


MPDT (ZT 


rr9D7 9797 


BLAST score 


425 


E value 


3.0e-42 


Match length 


82 


% identity 


98 


NCBI Description 


(Y12595) Fd-GOGAT protein [Oryza sativa] 


Seq. No. 


403636 



51934 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3432-042-P2-K1-H3 

BLASTX 

gl32105 

492 

1.0e-49 

122 

80 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL -SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



•brer 



Seq. No. 


403637 


Seq. ID 


LIB3432-042-P2-K1-H4 


Method 


BLASTX 


NCBI GI 


g6006853 


BLAST score 


464 


E value 


2.0e-46 


Match length 


126 


% identity 


68 


NCBI Description 


(AC009540) unknown protein [Arabidopsis thaliana] 


Seq. No. 


403638 


Seq. ID 


LIB3432-042-P2-K1-H6 


Method 


BLASTN 


NCBI GI 


g596077 


BLAST score 


47 


E value 


5.0e-18 


Match length 


79 


% identity 


91 


NCBI Description 


Zea mays thiamine biosynthetic enzyme (thil-1) mRNA, 




complete cds 


Seq. No. 


403639 


Seq. ID 


LIB3432-042-P2-K1-H7 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


558 


E value 


1.0e-57 


Match length 


103 



% identity 

NCBI Description 



98 



PRECURSOR 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 



403640 



51935 



Seq. ID 


LIB3432-043-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


a3582333 


BLAST score 


147 


E value 


7.0e-10 


Match length 


57 


% identity 


58 


NCBI Description 


(AC005496) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


403641 


Seq. ID 


LIB3432-043-P1-K1-H12 


Method 


BLASTN 


NCBI GI 


g6063530 


BLAST score 


402 


E value 


0.0e+00 


Match length 


414 


% identity 


99 


NCBI Description 


Oryza sativa genomic DNA, chromosome 3, clone : P0043E01 


Seq. No. 


403642 


Seq. ID 


LIB3432-043-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


gl929998 


BLAST score 


333 


E value 


3.0e-31 


Match length 


89 


% identity 


78 


NCBI Description 


(U774 63) NADPH-dependent HC-toxin reductase [Hordeum 




vulgare] 


Seq. No. 


403643 


Seq. ID 


LIB3432-044-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


g2570511 


BLAST score 


280 


E value 


6.0e-25 


Match length 


110 


% identity 


72 


NCBI Description 


(AF022738) chlorophyll a-b binding protein [Oryza sativa] 


Seq. No. 


403644 


Seq. ID 


LIB3432-044-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


a435942 


BLAST score 


383 


E value 


5.0e-37 


Match length 


107 


% identity 


71 


NCBI Description 


(U04295) DNA-binding factor of bZIP class [Oryza sativa] 


Seq. No. 


403645 


Seq. ID 


LIB34 32-04 4-P1-K1-G1 


Method 


BLASTX 


NCBI GI 


g3885884 


BLAST score 


371 


E value 


1.0e-35 


Match length 


103 



51936 



% identity 


73 


NCBI Description 


(AF093630) 60S ribosomal protein L21 [Oryza sativa] 


Seq. No. 


403646 


Seq. ID 


LIB3432-044-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


g5912424 


BLAST score 


512 


E value 


5.0e-52 


Match length 


150 


% identity 


71 


NCBI Description 


(AJ242970) BTF3b-like factor [Arabidopsis thaliana] 


Seq. No. 


403647 


Seq. ID 


LIB3432-045-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


g3367536 


BLAST score 


296 


E value 


5.0e-27 


Match length 


77 


% identity 


77 


NCBI Description 


(AC004392) Contains similarity to symbiosis-related like 




protein F1N20.80 gi 2961343 from A. thaliana BAC 




gb_AL022140. EST gb_T04695 comes from this gene. 




[Arabidopsis thaliana] 


Seq. No. 


403648 


Seq. ID 


LIB3432-045-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


g804973 


BLAST score 


147 


E value 


3.0e-09 


Match length 


48 


% identity 


62 


NCBI Description 


(X81376) L-ascorbate peroxidase [Capsicum annuum] 


Seq. No. 


403649 


Seq. ID 


LIB3432-045-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


g4056502 


BLAST score 


414 


E value 


1.0e-40 


Match length 


105 


% identity 


75 


NCBI Description 


(AC005896) 40S ribosomal protein S5 [Arabidopsis thaliana] 


Seq. No. 


403650 


Seq. ID 


LIB3432-045-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


a2911358 


BLAST score 


521 


E value 


5.0e-53 


Match length 


142 


% identity 


70 


NCBI Description 


(AF041043) NADPH HC toxin reductase [Zea mays] 


Seq. No. 


403651 



51937 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3432-04 6-P1-K1-F7 

BLASTX 

gl32105 

749 

9.0e-80 

159 

90 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 


403652 


Seq. ID 


LIB3432-047-P2-K11-G6 


Method 


BLASTN 


NCBI GI 


g6103440 


BLAST score 


24 6 'V 


E value 


1.0e-136 


Match length 


277 


% identity 


98 


MPDT c f* v* n r^+" ~\ f\f\ 
IN^DJ. UcbLIiptlOIl 


Uiy^d oaLlVd liikz Lax iu u I l-Lwiiti piULcxu } iiir\xvri/ 




complete cds 


Seq. No. 


403653 


Seq. ID 


LIB3432-048-P2-K1-D6 


Method 


BLASTX 


NCBI GI 


g4469011 


BLAST score 


392 


E value 


5.0e-38 


Match length 


103 


% identity 


74 


NCBI Description 


(AL035602) carbohydrate kinase-like protein [Arabidopsis 




thaliana] 


Seq. No. 


403654 


Seq. ID 


LIB3432-048-P2-K1-E3 


Method 


BLASTX 


NCBI GI 


g3786009 


BLAST score 


401 


E value 


3.0e-39 


Match length 


103 


% identity 


76 


NCBI Description 


(AC005499) unknown protein [Arabidopsis thaliana] 


Seq. No. 


403655 


Seq. ID 


LIB3432-048-P2-K1-F12 


Method 


BLASTN 


NCBI GI 


g5670155 


BLAST score 


58 


E value 


3.0e-24 


Match length 


58 


% identity 


100 



51938 



NCBI Description 



Oryza sativa subsp. japonica BAC clone 34K24, complete 
sequence 



t_? C • LH • 


403656 

T \J *J \J *J \J 


Seq. ID 


LIB3432-048-P2-K1-F6 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


247 


_E value 


5.0e-26 


Match length 


77 


% identity 


80 


NCBI Description 


(AF061577) chlorophyll 


Seq. No. 


403657 


Sea ID 


LIB34 32-04 9-P1-K1-C3 


Method 


BLASTN 


NCBI GI 


g218154 


BLAST score 


77 


E value 


4.0e-35 


Match length 


77 


% identity 


100 


NCBI Description 


Oryza sativa gene for 




clone :Aldp 


Seq. No. 


403658 


Seq. ID 


LIB3432-049-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


gll5772 


BLAST score 


170 


E value 


1.0e-12 


Match length 


37 


% identity 


97 



NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN 1 PRECURSOR (LHCII TYPE I 

CAB-1) (LHCP) >gi_82460_pir S03705 chlorophyll a/b-binding 

protein 1R precursor - rice >gi_20178_emb_CAA32108_ 
(X13908) chlorophyll a/b-binding preprotein (AA -31 to 235) 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403659 

LIB3432-049-P1-K1-H9 

BLASTX 

g2342683 

161 

3.0e-ll 

42 

69 

(AC000106) Contains similarity to Bos beta-mannosidase 
(gb_U46067) . [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



403660 

LIB3432-050-P1-K1-A2 

BLASTX 

gl32105 

155 

8.0e-ll 
50 

-•68 



51939 



NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403661 

LIB3432-050-P1-K1-A7 

BLASTX 

g4115379 

254 

9.0e-22 

116 

45 

(AC005967) 
thaliana] 



putative carbonyl reductase [Afabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403662 

LIB3432-050-P1-K1-E3 

BLASTX 

g2754849 

227 

3.0e-19 

52 

85 

(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 



Seq. No. 


403663 


Seq. ID 


LIB3432-051-P1-K1-A2 


Method 


BLASTN 


NCBI GI 


g4158220 


BLAST score 


45 


E value 


3.0e-16 


Match length 


49 


% identity 


98 


NCBI Description 


Oryza sativa mRNA for 


Seq. No. 


403664 


Seq. ID 


LIB3432-051-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


gl32105 


BLAST score 


168 


E value 


3.0e-12 


Match length 


50 


% identity 


68 


NCBI Description 


RIBULOSE BISPHOSPHATE i 



for reversibly glycosylated polypeptide 



BOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 



51940 



sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 



O G \J . IN \J . 


403665 


Seq. ID 


LIB3432-051-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g4519671 


BLAST score 


353 


E value 


3.0e-33 


Match length 


127 


% identity 


61 


NCBI Description 


(AB017693) transfactor [Nicotiana tabacum] 


Seq. No. 


403666 


Seq. ID 


LIB3432-051-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


a3913641 

y «j a j v *i a. 


BLAST score 


290 


E value 


2.0e-26 


Match length 


63 


.% identity 


92 


NCBI Description 


FRUCTOSE-1, 6-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 




(D-FRUCTOSE-1, 6-BIS PHOSPHATE 1-PHOSPHOHYDROLASE) (] 




>gi_3041777_dbj_BAA25423_ (AB007194) 




f ructose-1, 6-bisphosphatase [Oryza sativa] 


Seq. No. 


403667 


k_? ~ • J. u 


LIB34 32-051-P1-K1-G8 


Method 


BLASTN 


NCBI GI 


g3885891 


BLAST score 


79 


E value 


8.0e-37 


Match length 


114 


% identity 


93 


NCBI Description 


Oryza sativa photosystem-1 F subunit precursor (PS: 




mRNA, complete cds 




403668 


Seq. ID 


LIB3432-052-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g2921158 


BLAST score 


228 


E value 


9.0e-19 


Match length 


73 


% identity 


66 


NCBI Description 


(AF022909) ClpC [Arabidopsis thaliana] 


Seq. No. 


403669 


Seq. ID 


LIB3432-052-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


g5306242 


BLAST score 


204 


E value 


5.0e-16 


Match length 


46 


% identity 


78 


NCBI Description 


(AC006438) unknown protein [Arabidopsis thaliana] 



51941 



-E 



Seq. No. 


403670 


Seq. ID 


LIB3432-053-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


g671740 


RT.AST qrnrp 

i_J U±±**J X O W v^/ ^ 


602 


E value 


2.0e-62 


Match length 


110 


% identity 


100 


NCBI Description 


(X84730) ribulose-bisphosphate < 




construct] 


Seq. No. 


403671 


Seq. ID 


LIB3432-056-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g4467116 


BLAST score 


154 


E value 


3.0e-10 


Match length 


74 


% identity 


34 


NCBI Description 


(AL035538) hypothetical protein 


Seq. No. 


403672 


Seq. ID 


LIB3432-057-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


g439879 


BLAST score 


300 


E value 


4.0e-27 


Match length 


124 


% identity 


54 


NCBI Description 


(L15194) [Golden delicious appl< 




complete cds.], gene product [M< 


Seq. No. 


403673 


Seq. ID 


LIB3432-057-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


g2369766 


BLAST score 


168 


E value 


9.0e-12 


Match length 


84 


% identity 


42 


NCBI Description 


(AJ001304) hypothetical protein- 


Seq. No. 


403674 


Seq. ID 


LIB3432-057-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


gl483563 


BLAST score 


247 


E value 


6.0e-27 


Match length 


65 


% identity 


91 


NCBI Description 


(X99825) leucine aminopeptidase 


Seq. No. 


403675 


Seq. ID 


LIB3432-058-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g2708741 


BLAST score 


603 



51942 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-62 

159 
72 

(AC003952) hypothetical protein [Arabidopsis thaliana] 
403676 

LIB3432-058-P1-K1-C10 

BLASTN 

g21843 

43 

4.0e-15 

73 
90 

Wheat PsbO mRNA for 33kDa oxygen evolving protein of 
photosystem II 

403677 

LIB3432-058-P1-K1-G5 

BLASTX 

gl805654 

265 

5.0e-23 

101 

49 

(X99972) calmodulin-stimulated calcium-ATPase [Brassica 
oleracea] 



Seq. No. 


403678 


Seq. ID 


LIB3432-058-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


g2765081 


BLAST score 


636 


E value 


5.0e-71 


Match length 


154 


% identity 


84 


NCBI Description 


(Y10557) g5bf [Arabidopsis thaliana] 


Seq. No. 


403679 


Seq. ID 


LIB3432-058-P1-K1-H5 


Method 


BLASTX 


NCBI GI " 


g548605 


BLAST score 


401 


E value 


2.0e-39 


Match length 


90 


% identity 


89 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



X PRECURSOR 

(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055j?ir A48527 photosystem I protein psaK precursc 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 

403680 

LIB3432-059-P1-K1-A8 

BLASTX 

g3914466 

440 

1.0e-43 



51943 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



90 
91 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
(PSI-N) >gi_2981214 (AF052429) photosystem I complex PsaN 
subunit precursor [Zea mays] 

403681 

LIB3432-059-P1-K1-C7 

BLASTX 

g2388911 

159 

6.0e-ll 

62 

50 

(Z98974) hypothetical PSUl-like protein 
[Schizosaccharomyces pombe] 

403682 

LIB3432-059-P1-K1-F6 

BLASTX 

g4006872 

182 

1.0e-13 

50 

70 

(Z99707) methionyl aminopeptidase-like protein [Arabidopsis 
thaliana] 

403683 

LIB3432-059-P1-K1-G2 

BLASTX 

g3913018 

657 

5.0e-69 

137 

98 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
(ALDP) >gi_218155_dbj_BAA02730_ (D13513) chloroplastic 
aldolase [Oryza sativa] 

403684 

LIB3432-059-P1-K1-H1 

BLASTX 

g4760483 

506 

1.0e-51 

104 

94 

(AB026731) monodehydroascorbate reductase [Oryza sativa] 
403685 

LIB34 32-059-P1-K1-H12 

BLASTN 

g2072554 

124 

1.0e-63 
127 



51944 



% identity 

NCBI Description 



99 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



y s 



5 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403686 

LIB3432-059-P1-K1-H3 

BLASTX 

gl34022 

143 

2.0e-09 

30 

100 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S8 >gi_70914_pir R3RZ8 

ribosomal protein S8 - rice chloroplast 
>gi_12022_emb_CAA33931_ (X15901) ribosomal protein S8 

[Oryza sativa] >gi_226643_prf 1603356BT ribosomal protein 

S8 [Oryza sativa] 

403687 

LIB3432-059-P1-K1-H6 

BLASTX 

g2072555 

183 

6.0e-14 

35 
94 

(AF001396) metallothionein-like protein [Oryza sativa] 
>gi_6103441__gb_AAF03603.1_ (AF14778 6) metallothionein-like 
protein [Oryza sativa] 

403688 

LIB3432-060-P1-K1-A8 

BLASTX 

gl32105 

387 

1.0e-37 

98 

79 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C PRECURSOR 

(RUBISCO SMALL SUBUNIT C) >gi_68094_pir RKRZS9 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (clone pOSSS1139) - rice >gi_218208_dbj_BAA00538_ 
(D00643) small subunit of ribulose-1, 5-bisphosphate 
carboxylase (RuBPC) [Oryza sativa] >gi_2407283 (AF017364) 
ribulose 1, 5-bisphosphate carboxylase small subunit [Oryza 

sativa] >gi_226375_prf 1508256A ribulose bisphosphate 

carboxylase S [Oryza sativa] 

403689 

LIB3432-060-P1-K1-B4 

BLASTX 

g733456 

650 

4.0e-68 

145 

86 

(U23189) chlorophyll a/b-binding apoprotein CP26 precursor 



51945 



[Zea mays] 



Seq. No. 403690 

Seq. ID LIB3432-060-P1-K1-H2 

Method BLASTX 

NCBI GI g3789954 

BLAST score 685 

E value ' 3.0e-72 

Match length 132 

% identity 96 

NCBI Description (AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 

Seq. No. 403691 

Seq. ID LIB3432-060-P1-K1-H6 

Method BLASTX 

NCBI GI g3868756 

BLAST score 509 

E value 6.0e-52 

Match length 95 

% identity 95 

NCBI Description (D86611P catalase [Oryza sativa] 

Seq. No. 403692 

Seq. ID LIB3433-001-P1-K1-D5 

Method BLASTX 

NCBI GI ^ g2739366 

BLAST score 167 

E value 6.0e-12 

Match length 67 

% identity 4 9 

NCBI Description (AC002505) SF16 like protein [Arabidopsis thaliana] 

Seq. No. 403693 

Seq. ID LIB3433-001-P1-K1-D6 

Method BLASTN 

NCBI GI g!815625 

BLAST score 75 

E value 3.0e-34 

Match length 135 

% identity 89 

NCBI Description Oryza sativa metallothionein-like type 1 (OsMT-1) mRNA, 
complete cds 

Seq. No. 403694 

Seq. ID LIB3433-001-P1-K1-F12 

Method BLASTX 

NCBI GI g3540195 

BLAST score 250 

E value 2.0e-21 

Match length 108 

% identity 27 

NCBI Description (AC004260) Unknown protein [Arabidopsis thaliana] 

Seq. No. 403695 

Seq. ID LIB3433-001-P1-K1-H10 

Method BLASTN 



51946 



NCBI GI 



g556557 



y3 



P8 



BLAST score 


70 


E value 


6.0e-31 


Match length 


246 


% identity 


82 


NCBI Description 


Rice mRNA for homologue of Tat ] 




cds 


Seq. No. 


403696 


Seq. ID 


LIB3433-001-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g2984709 


BLAST score 


181 


E value 


1.0e-13 


Match length 


71 


% identity 


54 


NCBI Description 


(AF053468) DnaJ-related protein 


Seq. No. 


403697 


Seq. ID 


LIB3433-003-Q6-K6-C4 


Method 


BLASTX 


NCBI GI 


g4335755 


BLAST score 


143 


E value 


5.0e-09 


Match length 


66 


% identity 


48 


NCBI Description 


(AC006284) putative hydroxyprol: 



complete 



[Arabidopsis thaliana] 



5 

D 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403698 

LIB3433-003-Q6-K6-D6 

BLASTX 

gl21528 

307 

4.0e-28 

106 

63 

GOS9 PROTEIN >gi_100683_pir S19115 GOS9 protein - rice 

>gi 20242 emb CAA36189_ (X51909) GOS9 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403699 

LIB3433-003-Q6-K6-E11 

BLASTX 

g5360230 

475 

9.0e-48 

99 

90 

(AB015287) Ran [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



403700 

LIB3433-003-Q6-K6-E5 

BLASTX 

g3236242 

336 

3.0e-31 
95 



51947 



% identity 72 

NCBI Description (AC004 684) putative ribosomal protein L36 [Arabidopsis 
thaliana] 

Seq. No. 403701 

Seq. ID LIB3433-003-Q6-K6-E9 

Method BLAST N 

NCBI GI g2624325 

BLAST score 88 

E value 7.0e-42 

Match length 238 

% identity 84 

NCBI Description Oryza sativa mRNA for glycine-rich RNA-binding protein 
(OsGRPl) 

Seq. No. 403702 

Seq. ID LIB3433-003-Q6-K6-F3 

Method BLASTN 

NCBI GI g5441872 

BLAST score 319 

E value 1.0e-179 

Match length 354 

% identity 98 

NCBI Description Oryza sativa genomic DNA, chromosome 2, clone : P0437H03 
(contig a) 

Seq. No. 403703 

Seq. ID LIB3433-003-Q6-K6-F9 

Method BLASTX 

NCBI GI g4835235 

BLAST score 242 

E value 2.0e-20 

Match length 132 

% identity 45 

NCBI Description (AL049862) putative protein [Arabidopsis thaliana] 

Seq. No. 403704 

Seq. ID LIB3433-003-Q6-K6-G3 

Method BLASTX 

NCBI GI g4103987 

BLAST score 289 

E value 4.0e-26 

Match length 96 

% identity 64 



NCBI Description (AF030516) 5, 10-methylenetetrahydrof olate 

dehydrogenase-5, 10-methenyltetrahydrof olate cyclohydrolase 

[Pisum sativum] >gi_6002383_emb_CAB56756. 1_ (AJ011589) 

5, 10-methylenetetrahydrof olate dehydrogenase: 

5, 10-methenyltetrahydrof olate cyclohydrolase [Pisum 

sativum] 



Seq. No. 403705 

Seq. ID LIB3433-003-Q6-K6-H5 

Method BLASTX 

NCBI GI g2293480 

BLAST score 209 

E value 9".0e-17 



51948 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



52 
81 

(AF011331) glycine-rich protein [Oryza sativa] 
403706 

LIB3433-005-Q6-K1-D12 

BLASTX 

gl729971 

199 

9.0e-16 

71 

59 

TONOPLAST INTRINSIC PROTEIN, GAMMA (GAMMA TIP) 

(AQUAPORIN-TIP) >gi_1076745_pir S52004 gamma-Tip protein - 

rice >gi_473997_dbj_BAA05017_ (D25534) gamma-Tip [Oryza 
sativa] 

403707 

LIB3433-005-Q6-K1-E4 

BLASTN 

g5902929 

78 

5.0e-36 

212 

84 

Oryza sativa' mRNA for small GTP-binding protein OsRac3, 
complete cds 

403708 

LIB3433-006-Q6-K6-A4 

BLASTX 

g2982251 

169 

1.0e-ll 

101 

49 

(AF051208) putative RNA-binding protein [Picea mariana] 
403709 

LIB3433-006-Q6-K6-B4 

BLASTX 

g5734720 

304 

1.0e-27 

123 

50 

(AC008075) Contains PF_01426 BAH (bromo-adjacent homology) 
domain. ESTs gb_N96349, gb_T42710, gb_H77084, gb_AA395147 
and gb_AA605500 come from this gene. [Arabidopsis thaliana] 

403710 

LIB3433-006-Q6-K6-B6 

BLASTX 

gl084461 

384 

6.0e-37 
133 



51949 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 1 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60 

RCc3 protein 



rice >gi_786132 (L27208) RCc3 [Oryza sativa] 



403711 

LIB3433-006-Q6-K6-C3 

BLASTX 

g283008 

775 

7.0e-83 

144 

99 

sucrose synthase (EC 2.4.1.13) - rice 

>gi_20366_emb_CAA4 6017_ (X64770) sucrose synthase [Oryza 
sativa] 

403712 

LIB3433-006-Q6-K6-C8 

BLASTX 

g82308 

239 

2.0e-26 

66 

80 

myb protein 308 - garden snapdragon 
403713 

LIB3433-006-Q6-K6-D10 

BLASTX 

g3121849 

167 

1.0e-20 

65 

89 

CALMODULIN >gi_1773321 (U79736) 
annuus] 



calmodulin [ Helianthus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403714 

LIB3433-006-Q6-K6-D4 

BLASTX 

gl084461 

271 

6.0e-24 

93 

62 

RCc3 protein - rice >gi_786132 



(L27208) RCc3 [Oryza sativa] 



403715 

LIB3433-006-Q6-K6-D7 

BLASTX 

g4850384 

469 

5.0e-47 

114 

74 

(AC007357) F3F19.3 [Arabidopsis thaliana] 



Seq. No. 



403716 



51950 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3433-006-Q6-K6-E1 

BLASTX 

g3660467 

341 

5.0e-32 
89 
76 

(AJ001807) 
thaliana] 



succinyl-CoA-ligase alpha subunit [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



403717 

LIB3433-006-Q6-K6-E11 

BLASTX 

g2407287 

188 

4.0e-14 

59 

64 

(AF017366) metallothionein-like protein [Oryza sativa] 
403718 

LIB3433-006-Q6-K6-E5 

BLASTX 

g21839 

469 

4.0e-47 

108 

80 

(X57952) phosphoribulokinase [Triticum aestivum] 
403719 

LIB3433-006-Q6-K6-E6 

BLASTX 

g548770 

511 

5.0e-52 

121 

83 

60S RIBOSOMAL PROTEIN L3 >gi_481228_pir S38359 ribosomal 

protein L3 - rice >gi_303853_dbj_BAA02155_ (D12630) 
ribosomal protein L3 [Oryza sativa] 

403720 

LIB3433-006-Q6-K6-E7 - 

BLASTX 

g5042453 

646 

1.0e-67 

126 

97 

(AC007789) putative pathogenesis related protein [Oryza 
sativa] 

403721 

LIB3433-006-Q6-K6-E9 

BLASTN 

gl70784 



51951 



BLAST score . 


40 


E value 


4.0e-13 


Match length 


71 


% identity 


89 


NCBI Description 


Wheat ubiquitin carrier protein (UBC1) mRNA, complete 


Seq. No. 


403722 


Seq. ID 


LIB3433-006-Q6-K6-F3 


Method 


BLASTX 




\^ \j \j \j 


BLAST score 


751 


E value 


4.0e-80 


Match length 


141 


% identity 


98 


NCBI Description 


(AB015287) Ran [Oryza sativa] 


Seq. No. 


403723 


Seq. ID 


LIB3433-006-Q6-K6-H4 


Method 


BLASTN- . ... 




\£ ■•J \J \J *± 


BLAST score 


353 


E value 


0.0e+00 


Match length 


353 


% identity 


100 


NCBI Description 


Oryza sativa genomic DNA, chromosome 6, clone : P0535G0' 


Seq. No. 


403724 


Seq. ID 


LIB3433-007-Q6-K1-H5 


Method 


BLASTN 


NCBI GI 


a2 18140 


BLAST score 


74 


E value 


2.0e-33 


Match length 


274 


% identity 


88 


NCBI Description 


Rice mRNA abundantly expressed at microspore stage 


Seq. No. 


403725 


Seq. ID 


LIB3433-008-Q6-K1-A3 


Method 


BLASTX 






BLAST score 


170 


E value 


5.0e-12 


Match length 


69 


% identity 


59 


NCBI Description 


(AC004557) F17L21.12 [Arabidopsis thaliana] 


Seq. No. 


403726 


Seq. ID 


LIB3433-011-Q6-K1-A7 


Method 


BLASTX 


NCBI GI 


g3212879 


BLAST score 


611 


E value 


1.0e-63 


Match length 


141 


% identity 


79 


NCBI Description 


(AC004005) putative ribosomal protein L7 [Arabidopsis 




thaliana] 



51952 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403727 

LIB3433-011-Q6-K1-C4 

BLASTX 

gl705735 

403 

3.0e-39 

79 

96 

CALCIUM- DEPENDENT PROTEIN KINASE, ISOFORM 11 (CDPK 11) 

>gi_1362175_pir S56651 probable calcium-dependent protein 

kinase (clone OSCPK11) - rice >gi_587500_emb_CAA57156_ 
(X81393) calcium-dependent protein kinase [Oryza sativa] 





1 \J J / <£. O 


Seq. ID 


LIB3433-011-Q6-K1-F2 


Method 


BLASTX 


NCBI GI 


g4731316 


BLAST score 


187 


-E value 


2.0e-14 


Match length 


49 


% identity 


76 . 


NCBI Description 


(AF120093) elongation factor l-alph« 


Seq. No. 


403729 


Seq. ID 


LIB3433-012-Q6-K1-A11 


Method 


BLAST N 


NCBI GI 


g3282393 


BLAST score 


313 


E value 


1.0e-176 


Match length 


395 


% identity 


95 


NCBI Description 


Oryza sativa aie2 mRNA, partial cds 


Seq. No. 


403730 


Seq. ID 


LIB3433-012-Q6-K1-B3 


Method 


BLASTX 


- NCBI GI 


g3914557 


BLAST score 


176 


E value 


9.0e-13 


Match length 


36 


% identity 


100 


NCBI Description 


RAS-RELATED PROTEIN RAB7 (POSSIBLE ; 



PROTEIN) >gi_1155265 (U40219) possible apospory-associated 
protein [Pennisetum ciliare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403731 

LIB3433-013-Q6-K1-D11 

BLASTN 

gl9052 

51 

1.0e-19 

111 

87 

H.vulgare Mybl gene 



Seq. No. 
Seq. ID 



403732 

LIB3433-014-Q6-K1-A2 



51953 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2865175 

268 

4.0e-36 

114 

68 

(AB010945) AtRerlA [Arabidopsis thaliana] 

>gi_4914434_emb_CAB43637.1_ (AL050351) AtRerlA [Arabidops 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



403733 

LIB3433-014-Q6-K1-H12 

BLASTX 

gl899025 

186 

5.0e-26 

91 

66 

(U28215) hexokinase 2 
(AC005169) hexokinase 



[Arabidopsis thaliana] >gi_3687232 
[Arabidopsis thaliana] 



403734 

LIB3433-015-Q6-K1-A11 
BLASTX 

g388260 , , 

338 

9.0e-32 

114 

67 

(X62457) Hl-lflk [Arabidopsis thaliana] 
403735 

LIB3433-015-Q6-K1-A9 

BLASTN 

g3821780 

36 

8.0e-ll 

36 . 
100 

Xenopus laevis cDNA clone 27A6-1 
403736 

LIB3433-015-Q6-K1-B4 

BLASTX 

g4512712 

204 

2.0e-16 

108 

45 

(AC006569) unknown protein [Arabidopsis thaliana] 
403737 

LIB3433-015-Q6-K1-B6 

BLASTX 

g4097342 

450 

1.0e-44 



51954 



Match length 

% identity 

NCBI Description 



84 
49 

(U57640) Bowman-Birk type trypsin inhibitor [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403738 

LIB3433-015-Q6-K1-B7 

BLASTX 

g440681O 

339 

6.0e-32 

90 

64 

(AC006201) unknown protein [Arabidopsis thaliana] 



01 

G 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



403739 

LIB3433-015-Q6-K1-B8 

BLASTX 

g2431769 

217 

1.0e-17 

60 ;„ 

73 

(U62752) acidic ribosomal protein Pla [Zea mays] 
403740 

LIB3433-015-Q6-K1-C10 

BLASTN 

g4097153 



BLAST score 


63 


E value 


7.0e-27 


Match length 


107 


% identity 


89 


NCBI Description 


Oryza sativa type 1 metallothionein-like 




complete cds 


Seq. No. 


403741 


Seq. ID 


LIB3433-015-Q6-K1-C3 


Method 


BLASTX 


NCBI GI 


g4850330 


BLAST score 


321 


E value 


1.0e-29 


Match length 


63 


% identity 


97 


NCBI Description 


(AB027123) cytochrome c oxidase subunit 


Seq. No. 


403742 


Seq. ID 


LIB3433-015-Q6-K1-C6 


Method 


BLASTX 


NCBI GI 


g505136 


BLAST score 


159 


E value 


1.0e-12 


Match length 


54 


% identity 


76 


NCBI Description 


(D30794) ferredoxin [Oryza sativa] 


Seq. No. 


403743 


Seq. ID 


LIB3433-015-Q6-K1-D3 



51955 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

g2760839 

284 

2.0e-25 

90 

61 

(AC003105) putative receptor kinase [Arabidopsis thaliana] 
403744 

LIB3433-015-Q6-K1-E4' 

BLASTX 

g3257095 

190 

3.0e-14 

122 

39 

(AP000003) 840aa long hypothetical cell division control 
protein (transitional endoplasmic reticulum ATPase) 
[Pyrococcus horikoshii] 

403745 

LIB3433-015-Q6-K1-E5 

BLASTX 

g2244940 

260 

1.0e-22 

124 

56 

(Z97339) hypothetical protein [Arabidopsis thaliana] 
403746 

LIB3433-015-Q6-K1-E6 

BLASTN 

g4176421 

36 

9.0e-ll 

44 

95 

Oryza sativa rpl!2-l gene for chloroplast ribosomal protein 
L12, complete cds 

403747 

LIB3433-015-Q6-K1-E7 

BLASTX 

g2407287 

188 

4.0e-14 

59 

64 

(AF017366) metallothionein-like protein [Oryza sativa] 
403748 

LIB3433-015-Q6-K6-A2 

BLASTX 

g2895866 

749 

1.0e-79 



51956 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



169 
89 

(AF045770) methylmalonate semi -aldehyde dehydrogenase 
[Oryza sativa] 

403749 

LIB3433-015-Q6-K6-H2 

BLASTX 

g2995990 

298 

9.0e-27 

125 

49 

(AF053746) dormancy-associated protein [Arabidopsis 
thaliana] >gi_2995992 (AF053747) dormancy-associated 
protein [Arabidopsis thaliana] 

403750 

LIB3433-015-Q6-K7-E3 

BLASTX 

g4512685 

268 

2.0e-23 

130 

44 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi_4559325_gb_AAD22987.1_AC007087_6 (AC007087) 
hypothetical protein [Arabidopsis thaliana] 

403751 

LIB3433-015-Q6-K7-H11 

BLASTX 

g2293480 

265 

6.0e-26 

73 

88 

(AF011331) glycine-rich protein [Oryza sativa] 



403752 

LIB3433-016-Q6-K6-C11 

BLASTN 

g2773153 

272 

1.0e-151 

369 

93 

Oryza sativa abscisic acid- 
(Asrl) mRNA, complete cds 

403753 

LIB3433-016-Q6-K6-C4 

BLASTX 

g4371292 

208 

1.0e-16 
73 



and stress-inducible protein 



51957 



% identity 

NCBI Description 



49 

(AC006260) unknown protein [Arabidopsis thaliana] 



C fl n "Mo 
jc(ji IN U . 


4 0*37 S4 


Seq. ID 


LIB3433-016-Q6-K6-C6 


Method 


BLASTX 


NCBI GI 


g231924 


BLAST score 


242 


E value 


2.0e-20 


Match length 


53 


% identity 


85 


NCBI Description 


CYTOCHROME CI, HEME PROTEIN PRECURSOR (< 


Qprr No 


403755 


Seq. ID 


LIB3433-016-Q6-K6-E10 


Method 


BLASTX 


NCBI GI 


g5679842 


BLAST score 


241 


E value 


2.0e-20 


Match length - 


93 


% identity 


60 


NCBI Description 


(AJ243961) 11332.6 [Oryza sativa] 




*i \J J /JO 


Seq. ID 


LIB3433-016-Q6-K6-F3 


Method 


BLASTX 


NCBI GI 


g2662310 


BLAST score 


273 


E value 


2.0e-25 


Match length 


77 


% identity 


82 


NCBI Description 


(AB009307) bpwl [Hordeum vulgare] 




403757 


Seq. ID 


LIB3433-017-Q6-K1-A2 


Method 


BLASTX 


NCBI GI 


g2668744 


BLAST score 


605 


E value 


6.0e-63 


Match length 


112 


% identity 


100 , 


NCBI Description 


(AF034 946) ubiquitin conjugating enzyme 




40^7S8 

1 \J J /.jo 


Seq. ID 


LIB3433-017-Q6-K1-G4 


Method 


BLASTN 


NCBI GI 


g6016845 


BLAST score 


121 


E value 


1.0e-61 


Match length 


141 


% identity 


96 


NCBI Description 


Oryza sativa genomic DNA, chromosome 1, 


Seq. No. 


403759 


"Seq. ID 


LIB3433-017-Q6-K1-H2 


Method 


BLASTX 


NCBI GI 


g2388906 



51958 



BLAST score 


211 


E value 


9.0e-17 


Match length 


112 


% identity 


38 


NCBI Description 


(Z98974) hypothetical protein [Schizosa< 


Seq. No, 


403760 


Seq. ID 


LIB3433-017-Q6-K1-H4 


Method 


BLASTN 


NCBI GI 


g6016845 


BLAST score 


60 


E value 


5.0e-25 


Match length 


83 


% identity 


93 


NCBI Description 


Oryza sativa genomic DNA, chromosome 1, 


Seq. No. 


403761 


Seq. ID 


LIB3433-017-Q6-K1-H6 


Method 


BLASTX 


NCBI GI 


gl21528 


BLAST score 


292 


E value 


7.0e-28 


Match length 


111 


% identity 


66 


NCBI Description 


GOS9 PROTEIN >gi 100683 pir S19115 GOS: 




>gi_20242_emb_CAA3618 9_ (X51909) GOS9 [< 


Seq. No. 


403762 


Seq. ID 


LIB3433-018-Q6-K6-D4 


Method 


BLASTX 


NCBI GI 


g2429292 


BLAST score 


197 


E value 


3.0e-15 


Match length 


117 


% identity 


45 


NCBI Description 


(AF014470) peroxidase [Oryza sativa] 


Seq. No. 


403763. 


Seq. ID 


LIB3433-018-Q6-K6-E4 


Method 


BLASTX 


NCBI GI 


g2493147 


BLAST score 


315 


E value 


. 4.0e-29 


Match length 


77 


% identity 


84 


NCBI Description 


VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID 




(U27098) H+-ATPase [Oryza sativa] 


Seq. No. 


403764 


Seq. ID 


LIB3433-019-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


gl076732 


BLAST score 


455 


E value 


2.0e-45 


Match length 


120 



clone:P0711E10 



>gi_857574 



% identity 

NCBI Description 



72 

type-1 pathogenesis-related protein - barley 



51959 



>gi_732807_emb_CAA88618_ (Z48728) type-1 
pathogenesis-related protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403765 

LIB3433-019-P1-K1-F4 

BLASTX 

g6102610 

299 

4.0e-27 

136 

49 

(AF187317) CAF protein [Arabidopsis thaliana] 
403766 

LIB3433-020-P1-K1-C3 

BLASTX 

g2497883 

226 

2.0e-18. 

56 
75 

METALLOTHIONEIN-LIKE PROTEIN TYPE 1 >gi_1362174_pir S57768 

metallothionein-like protein - rice >gi_687638 (U18404) 
metallothionein-like protein [Oryza sativa] >gi__1815626 
(U43529) metallothionein-like type 1 [Oryza sativa] 
>gi_4097154_gb_AAD10376.1_ (U46159) type 1 rice 
metallothionein-like gene; Method: conceptual translation 
supplied by author. [Oryza sativa] 

403767 

LIB3433-020-P1-K1-E1 

BLASTX 

g2497883 

153 

5.0e-10 

62 
56 

METALLOTHIONEIN-LIKE PROTEIN TYPE 1 >gi_1362174_pir S57768 

metallothionein-like protein - rice >gi_687638 (U18404) 
metallothionein-like protein [Oryza sativa] >gi_1815626 
(U43529) metallothionein-like type 1 [Oryza sativa] 
>gi_4097154_gb_AAD10376.1_ (U4 6159) type 1 rice 
metallothionein-like gene; Method: conceptual translation 
supplied by author. [Oryza sativa] 

403768 

LIB3433-020-P1-K1-E12 

BLASTX 

g3482979 

205 

2.0e-16 

76 

46 

(AL031369) putative protein [Arabidopsis thaliana] 
>gi_4567258_gb_AAD23672.1_AC007070_21 (AC007070) 
hypothetical protein [Arabidopsis thaliana] 



51960 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403769 

LIB3433-020-P1-K1-E2 

BLASTX 

g4506745 

287 

7.0e-26 

97 

59 

ribosomal protein S9 >gi_1173285_sp_P4 6781_RS9_HUMAN 40S 

RIBOSOMAL PROTEIN S9 >gi_1362936_pir S55917 ribosomal 

protein S9 - human >gi_550023 (U14971) ribosomal protein S9 

[Homo sapiens] >gi_1096943_prf 2113200F ribosomal protein 

S9 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length . 

% identity 

NCBI Description 



403770 

LIB3433-020-P1-K1-E4 

BLASTX 

g4033424 

581 

4.0e-60 

125 

92 

SOLUBLE INORGANIC PYROPHOSPHATASE (PYROPHOSPHATE 
PHOSPHO-HYDROLASE) (PPASE) >gi_2668746 (AF034947) 
pyrophosphatase [Zea mays] 



inorganic 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403771 

LIB3433-020-P1-K1-E8 

BLASTX 

g3122599 

155 

4.0e-10 

76 

42 

PYRI DOXAMINE 5' -PHOSPHATE OXIDASE (PNP/PMP OXIDASE) 
>gi_1653389_dbj_BAA18303_ (D90913) pyridoxamine 5-phosphate 
oxidase [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403772 

LIB3433-020-P1-K1-F4 

BLASTX 

g2407287 

185 

9.0e-14 

59 

63 

(AF017366) metallothionein-like protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI 'Description 



.403773 

LIB3433-020-P1-K1-G10 

BLASTX 

g4678941 

327 

8.0e-31 

133 

56 

(AL04 9711) gamma response I protein [Arabidopsis thaliana] 



51961 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403774 

LIB3433-020-P1-K1-G2 ' 

BLASTX 

g4895197 

145 

6.0e-09 

44 

59 

(AC007661) hypothetical protein • [Arabidopsis thaliana] 
403775 

LIB3433-020-P1-K1-G4 

BLASTX 

gl29591 

620 

1.0e-64 

135 

93 

PHENYLALANINE AMMON I A- L YAS E >gi_295824_emb_CAA34226_ 
(X16099) phenylalanine ammonia- lyase [Oryza sativa] 

403776 

LIB3433-020-P1-K1-G6 

BLASTX 

gl888357 

325 

5.0e-34 

148 

55 

(X98130) alpha-mannosidase [Arabidopsis thaliana] 
>gi_1890154_emb_CAA72432_ (Y11767) alpha-mannosidase 
precursor [Arabidopsis thaliana] 

403777 

LIB3433-021-P1-K1-C2 
BLASTX 
,g3335375 
521 

4.0e-53 

141 

71 

(AC003028) putative amidase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403778 

LIB3433-021-P1-K1-C4 

BLASTX 

g4099408 

478 . 

4.0e-48 

116 

80 

(U86763) delta-type tonoplast intrinsic protein [Triticum 
aestivum] 



Seq. No. 
Seq. ID 



403779 

LIB3433-021-P1-K1-G12 



51962 



□ 



a 



Method 


BLASTX 


NCBI gi 


— O QOC1 C A 


BLAST score 


429 


E value 


3.0e-42 


Match length 


107 


% identity 


72 


NCBI Description 


(AC005106) T25N20.14 [Arabidopsis thaliana] 


Seq. No. 


403780 


Seq. ID 


LIB3433-022-P1-K1-B7 


Method 


BLAST N 




gooou / / j 


BLAST score 


35 


E value 


6.0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


Gallus gallus RGS protein RGS-17 mRNA, complete 


Seq. No. 


403781 


Seq. ID 


LIB3433-022-P1-K1-D10 


Method 


BLASTX ~ 


MPD T C T 

NLdI bl 


rrA 1 0 1 A £ 


BLAST score 


276 


E value 


2.0e-24 


Match length 


100 


% identity 


60 . 


NCBI Description 


(AJ010818) Cpn21 protein [Arabidopsis thaliana] 


Seq. No. 


403782 


Seq. ID 


LIB3433-022-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


g5103825 


bLAoi score 


I/O 


E value 


5.0e-13 


Match length 


49 


% identity 


71 


NCBI Description 


(AC007591) ESTs gb_AA650895, gb_AA720043 and gb 




from this gene. [Arabidopsis thaliana] 


Seq. No. 


403783 


Seq. ID 


LIB3433-022-P1-K1-D4 


Method 


BLASTX 




gzzyoooo 


BLAST score 


402 


E value 


3.0e-39 


Match length 


77 


% identity 


100 


NCBI Description 


(AF012896) ADP-ribosylation factor 1 [Oryza sat; 


Seq. No. 


403784 


Seq. ID 


LIB3433-022-P1-K1-E1 


Method * 


BLASTN 


NCBI GI 


g5734616 


BLAST score 


283 


E value 


1.0e-158 


Match length 


291 


% identity 


99 



51963 



NCBI Description 



Oryza sativa genomic DNA, chromosome 6, clone : P0538C01 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



403785 

LIB3433-023-P1-K1-D4 

BLASTX 

gl684851 

189 

3.0e-14 

61 

61 

(U77935) DnaJ-like protein [Phaseolus vulgaris] 
403786 

LIB3433-023-P1-K1-E1 

BLASTX 

g2407287 

327 

2.0e-30 

68 

88 

(AF017366) metallothionein-like protein [Oryza sativa] 
403787 

LIB3433-023-P1-K1-E11 

BLASTX 

g2773154 

227 

6.0e-19 

83 

54 

(AF039573) abscisic acid- and stress-inducible protein 
[Oryza sativa] 

403788 

LIB3433-023-P1-K1-E3 

BLASTX 

gl389835 

147 

3.0e-09 

73 

47 

(U59284) Linum usitatissimum peroxidase (FLXPER3) mRNA, 
complete cds. [Linum 'usitatissimum] 

403789 

LIB3433-023-P1-K1-E6 

BLASTX 

g3882356 

333 

5.0e-31 

136 

49 

(U92460) 12-oxophytodienoate reductase OPR2 [Arabidopsis 
thaliana] 

403790 

LIB3433-023-P1-K1-E9 



51964 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2760830 

272 

2.0e-32 

120 

67 

(AC003105) 
thaliana] 



putative beta-ketoacyl-CoA synthase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
■4I0BI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403791 

LIB3433-023-P1-K1-F1 

BLASTX 

g459009 

332 

6.0e-31 

110 

58 

(U00037) similar to multifunctional aminoacyl-tRNA 
synthetase, especially to the prolyl-tRNA synthetase region 
[Caenorhabditis elegans] 

403792 

LIB3433-023-P1-K1-F5 

BLASTX 

g2662341 

644 

2.0e-67 

143 

87 

(D63580) EF-1 alpha [Oryza sativa] 

>gi_2662345_dbj_BAA23659_ (D63582) EF-1 alpha [Oryza 
sativa] >gi_2662347_dbj_BAA23660_ (D63583) EF-1 alpha 
[Oryza sativa] 

403793 

LIB3433-023-P1-K1-F7 

BLASTX 

gl710807 

347 

5.0e-33 
125 ' 
68 

RUBISCO SUBUNIT BINDING-PROTEIN ALPHA SUBUNIT PRECURSOR (60 
KD CHAPERONIN ALPHA SUBUNIT) (CPN-60 ALPHA) >gi_1185390 
(U21105) alphacpn60 [Pisum sativum] 

403794 

LIB3433-023-P1-K1-G7 

BLASTX 

g6091722 

430 

2.0e-42 

106 

75 

(AC010797) putative ribosomal protein L13 [Arabidopsis 
thaliana] 



51965 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403795 

LIB3433-023-P1-K1-H2 
BLASTN 
g5531935 
■54 

2.0e-21 

114 

87 

Zea mays putative transcription factor mRNA sequence 
403796 

LIB3433-024-P1-K1-A12 

BLASTN 

g5007079 

51 

5.0e-20 

107 

88 

Oryza sativa poly (A) -binding protein gene, partial cds 
403797 

LIB3433-024-P1-K1-C8 

BLASTX 

g3914019 

187 

3.0e-14 

93 

51 

S-ADENOSYLMETHIONINE SYNTHETASE (METHIONINE 
ADENOSYLTRANSFERASE) (ADOMET SYNTHETASE) >gi_2305014 
(AF004317) S-adenosyl-L-methionine synthetase homolog [Musa 
acuminata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403798 

LIB3433-024-P1-K1-D3 

BLASTX 

g5001734 

532 

2.0e-54 

140 

69 

(AF129511) very-long-chain fatty acid condensing enzyme 
CUT1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403799 

LIB3433-024-P1-K1-F1 

BLASTX 

g2149640 

497 , 

3.0e-50 

119 

83 

(U91995) Argonaute protein [Arabidopsis thaliana] 
>gi_5733867_gb_AAD49755.1_AC007932_3 (AC007932) Identical 
to gb_U91995 Argonaute protein from Arabidopsis thaliana. 
ESTs gb_H76075, gb_AA720232, gb_N65911 and gb_AA651494 come 
from this gene 



51966 



09 



O 



Seq. No. 


403800 


Seq. ID 


LIB3433-024-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g398845 


BLAST score 


550 


E value 


5.0e-61 


Match length 


128 


% identity 


87 


NCBI Description 


(X74654) beta3 tubulin 


Seq. No. 


403801 


Seq. ID 


LIB3433-024-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g585551 


BLAST score 


499 


E value 


1.0e-50 


Match length 


112 


% identity 


86 


NCBI Description 


NUCLEOSIDE DIPHOSPHATE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_629798_pir S43330 nucleoside-diphosphate kinase (EC 

2.7.4.6) - rice >gi_303849_dbj_BAA03798_ (D16292) 
nucleoside diphosphate kinase [Oryza sativa] 

403802 

LIB3433-024-P1-K1-H1 

BLASTX 

g2119055 

222 

2.0e-18 

57 

77 

signal recognition paticle 54K protein - tomato (cv. 
Rentita) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity 

NCBI Description 



403803 

LIB3433-025-P1-K1-G4 

BLASTX , 

g2529663 

593 

1.0e-61 

139 

76 

(AC002535) putative lysophospholipase [Arabidopsis 
thaliana] >gi_3738277 (AC005309) putative lysophospholipase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403804 

LIB3433-025-P1-K1-G8 

BLASTX 

g3298460 

379 

1.0e-36 

98 

73 

(AB012268) SAMIPB [Aster tripolium] 



51967 



o 

0 



Seq. No. 


403805 


Seq. ID 


LIB3433-025-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


g409007 


BLAST score 


344 


E value 


2 . 0e-32 


Match length 


81 


% identity 


79 


NCBI Description 


BBI-M=Bowman-Birk trypsin inhibitor-related protein [Zea 




mays=corn, Peptide, 102 aa] >gi_447268_prf 1914141A 




trypsin inhibitor-related protein [Zea mays] 


Seq. No. 


403806 


Seq. ID 


LIB3433-026-P1-K1-A10 


Method 


BLASTN 


NCBI GI 


g2801537 


BLAST score 


176 


E value 


3.0e-94 


Match length 


329 


% identity 


89 


NCBI Description 


Oryza sativa harpin induced gene 1 homolog (Hinl) mRNA, 




complete cds 


Seq. No. 


403807 


Seq. ID 


LIB3433-026-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


g5902928 


BLAST score 


478 


E value 


5.0e-48 


Match length 


91 


% identity 


100 


NCBI Description 


(AB029509) small GTP-binding protein OsRac2 [Oryza sativa] 


Seq. No. 


403808 


Seq. ID 


LIB3433-026-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g4531444 


BLAST score 


249 


E value 


4.0e-21 


Match length 


95 


% identity 


55 


NCBI Description 


(AC006224) putative protein kinase [Arabidopsis thaliana] 


Seq. No. 


403809 


Seq. ID 


LIB3433-027-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


gl658315 


BLAST score 


346 


E value 


1.0e-32 


Match length 


92 


% identity 


72 


NCBI Description 


(Y08988) osr40g3 [Oryza sativa] 


Seq. No. 


403810 


Seq. ID 


LIB3433-028-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g3860323 



51968 



o 



few 



BLAST score 


269 


E value 


9.0e-24 


Match length 


77 


% identity 


66 


NCBI Description 


(AJ012688) hypothetical protein [Cicer 


Seq. No. 


403811 


Seq. ID 


LIB3433-028-P1-K1-E1 


Method 


BLASTN 


NCBI GI 


g287297 


BLAST score 


A 1 


E value 


1.0e-13 


Match length 


105 


% identity 


86 


NCBI Description 


Oryza sativa mRNA for aspartate aminot: 




cds 


Seq. No. 


403812 


Seq. ID 


LIB3433-030-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


g4455206 


BLAbi score 


oUl 


E value 


4.0e-27 


Match length 


181 


% identity 


44 


NCBI Description 


(AL035440)' putative beta-1, 3-glucanasi 




thaliana] 


Seq. No. 


403813 


Seq. ID 


LIB3433-031-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


gl00598 


DiiAbi score 




E value 


7.0e-49 


Match length 


126 


% identity 


80 


NCBI Description 


ubiquitin / ribosomal protein S27a-1 - 




(M60175) ubiquitin [Hordeum vulgare] 


Seq. No. 


403814 


Seq. ID 


LIB3433-031-P1-K1-G8 


Method 


BLASTX 




g4UUboDo 


BLAST score 


350 


E value 


4.0e-33 


Match length 


119 


% identity 


60 


NCBI Description 


(Z99707) putative protein [Arabidopsis 


Seq. No. 


403815 


Seq. ID 


LIB3433-031-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g2465151 


BLAST score 


227 


E value 


1.0e-18 


Match length 


115 


% identity 


46 



51969 



NCBI Description 



(Z99753) hypothetical protein [Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403816 

LIB3433-032-P1-K1-A2 

BLASTX 

g5263319 

167 

3.0e-12 

67 

49 

(AC007727) ESTs gb_N96028, gb_F14286, gb_T20680, gb_F14443 
gb_AA657300 and gb_N65244 come from this gene. [Arabidopsi 
thaliana] 



Seq. No. 


403817 


Seq. ID 


LIB3433-032-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


g2462834 


BLAST score 


207 


E value 


3.0e-16 


Match length 


95 


% identity 


44 


NCBI Description 


(AF000657) hypothetical protein 


Seq. No . 


403818 


Seq. ID 


LIB3433-032-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


g459895 


BLAST score 


292 


E value 


1.0e-33 


Match length 


86 


% identity 


85 


NCBI Description 


(L29418) susl gene product [Zea 


Seq. No. 


403819 


Seq. ID 


LIB3433-033-P1-K1-D5 


Method 


BLASTN 


NCBI GI 


gl808687 


BLAST score 


90 


E value 


1.0e-42 


Match length 


246 


% identity 


89 


NCBI Description 


S.stapfianus pSD.13 mRNA 


Seq. No. 


403820 


Seq. ID 


LIB3433-033-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


gl332579 


BLAST score 


490 


E value 


3.0e-64 


Match length 


180 


% identity 


8 


NCBI Description 


(X98063) polyubiquitin [Pinus s; 


Seq. No. 


403821 


Seq. ID 


LIB3433-033-P1-K1-E8 


-Method 


BLASTX 



51970 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl729971 
668 

4.0e-70 

149 

87 

TONOPLAST INTRINSIC PROTEIN, GAMMA (GAMMA TIP) 

(AQUAPORIN-TIP) >gi_1076745jpir S52004 gamma-Tip protein 

rice >gi_473997_dbj_BAA05017_ (D25534) gamma-Tip [Oryza 
sativa] 



m 



1^ 



5 



Seq. No. 


403822 


Seq. ID 


LIB3433-033-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g3935141 


BLAST score 


342 


E value 


6.0e-32 


Match length 


109 


% identity 


53 


NCBI Description 


(AC005106) T25N20.5 [Arabidopsis 


Seq. No. 


403823 


Seq. ID 


LIB3433-033-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g2662310 


BLAST score 


521 


E value 


7.0e-53 


Match length 


106 


% identity 


94 


NCBI Description 


(AB009307) bpwl [Hordeum vulgare] 


Seq. No. 


403824 


Seq. ID 


LIB3433-033-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


g283008 


BLAST score 


922 


E value 


1.0e-100 


Match length 


185 


% identity 


94 


NCBI Description 


sucrose synthase (EC 2.4.1.13) - 




>gi_20366_emb__CAA46017 - (X64770) 




sativa] 


Seq. No. 


403825 


Seq. ID 


LIB3433-033-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


g629858 


BLAST score 


580 


E value 


8.0e-60 



Match length 

% identity 

NCBI Description 



129 
87 

protein kinase C 



inhibitor - maize 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



403826 

LIB3433-034-P1-K1-F7 

BLASTX 

g2118425 

243 



51971 



E value 
Match length 
% identity 
NCBI Description 



2.0e-20 

60 

80 

subtilisin/chymotrypsin inhibitor - maize 

>gi_475253_emb_CAA55588_ (X78988) proteinase inhibitor [Zea 
mays] >gi_475922_emb_CAA49593_ (X69972) proteinase 
inhibitor [Zea mays] >gi_559538_emb_CAA57 677_ (X82187) 
substilin /chymotrypsin-like inhibitor [Zea mays] 



Seq. No. 


403827 


Seq. ID . 


LIB3433-034-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


g2811122 


BLAST score 




E value 


5.0e-16 


Match length 


107 


% identity 


38 


NCBI Description 


(U87318) NaDC-2 [Xenopus laevis] 

& ' 


Seq. No. 


403828 


Seq. ID 


LIB3433-035-P1-K1-A7 


Method 


BLASTN 


NCBI GI 


g2335198 


BLAST score 


DO 


E value 


1.0e-28 


Match length 


122 


% identity 


88 


NCBI Description 


Oryza sativa clone RGCH8 chitinase gene, completi 


Seq. No. 


403829 


Seq. ID 


LIB3433-037-P1-K1-H7 


Method 


BLASTN 


NCBI GI 


gl212995 


BLAST score 


48 


E value 


5.0e-18 


Match length 


147 


% identity 


85 


NCBI Description 


H.vulgare mRNA for. ODP-glucose, pyrpphosphorylase 

■• " ■ ■ ■ ■ - - i " . ' - , * 


Seq. No. 


403830 


Seq. ID 


LIB3433-038-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


g295355 


BLAST score 


154 


E value 


1.0e-10 


Match length 


62 


% identity 


50 


NCBI Description 


(L13653) peroxidase [Lycopersicon esculentum] 


Seq. No. 


403831 


Seq. ID 


LIB3433-038-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


gl888357 


BLAST score 


243 


E value 


2.0e-20 


Match length 


97 


% identity 


56 



51972 



NCBI Description (X98130) alpha-mannosidase [Arabidopsis thaliana] 

>gi_l 89015 4_emb_CAA7 2432_ (Y11767) a lpha-mannos idas e 
precursor [Arabidopsis thaliana] 



f* 1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI .GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403832 

LIB3433-038-P1-K1-G6 

BLASTX 

gl70031 

214 

3.0e-17 

73 

59 

(M10594) 



nodulin 35 [Glycine max] 



403833 

LIB3433-038-P1-K1-G8 

BLASTX 

g2832672 

247 

5.0e-21 

51 

94 

(AL021712) nifU-like protein [Arabidopsis thaliana] 
403834 

LIB3433-039-P1-K1-E7 

BLASTN 

g5410347 

92 

5.0e-44 

383 

87 

Sorghum bicolor BAC clone 110K5, partial sequence 
403835 

LIB3433-040-P1-K1-A7 
BLASTN 

g2331130 . .. . - . 

62 

4.0e-26 

94 

91 

Oryza sativa glycine-rich protein (OSGRP1) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403836 

LIB3433-040-P1-K1-D7 

BLASTX 

g401138 

187 

6.0e-14 

105 

46 

SUCROSE SYNTHASE 1 (SUCROSE-UDP GLUCOSYLTRANSFERASE 1) 

>gi_418758_pir S29242 sucrose synthase (EC 2.4.1.13) Ssl 

barley >gi_19106_emb_CAA46701_ (X65871) sucrose synthase 
[Hordeum vulgare] 



51973 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403837 

LIB3433-040-P1-K1-H12 

BLASTX 

g462195 

437 

3.0e-43 

98 

87 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

>gi_100682j?ir S21636 GOS2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) GOS2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403838 

LIB3433-042-P1-K1-D3 

BLASTN 

g2773153 

158 

9.0e-84 

193 

96 

Oryza sativa abscisic acid- and stress-inducible protein 
(Asrl) mRNA, complete cds 



Seq. No. 


403839 


Seq. ID 


LIB3433-042-P1-K1-H11 


Method 


BLASTN 


NCBI GI 


g786129 


BLAST score 


40 


E value 


4.0e-13 


Match length 


48 


% identity 


96 


NCBI Description 


Oryza sativa root-spec: 


Seq. No. 


403840 


Seq. ID 


LIB3433-045-B1-K1-A3- 


Method 


BLASTX 1 


NCBI GI 


g2130067 


BLAST score 


717 


E value 


5.0e-76 


Match length 


139 


% identity 


99 


NCBI Description 


aspartate transaminase 



C 2.6.1.1), mitochondrial - rice 
>gi_2696240_dbj_BAA23815.1_ (D67043) aspartate 
aminotransferase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403841 

LIB3433-045-P1-K1-B1 

BLASTX 

g2117620 

177 

1.0e-12 

160 

31 

peroxidase (EC 1.11.1, 



7) 1A - alfalfa 



51974 



>gi_971558_emb_CAA62225_ (X90692) 
sativa] 



peroxidaselA [Medicago 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403842 

LIB3433-045-P1-K1-H6 

BLASTX 

gl076740 

537 

9.0e-60 

143 

78 

chitinase (EC 3.2.1.14) - rice >gi_407472_emb_CAA40107_ L 
(X56787) chitinase [Oryza sativa] >gi_500616_dbj_BAA03750_ 
(D16222) endochitinase [Oryza sativa] 
>gi_742301_prf 2009354A chitinase [Oryza sativa] 



Seq. No. 


403843 




Seq. ID 


LIB3433-048-P1-K1-D4 




Method 


BLASTN 




NCBI GI 


g2062705 




BLAST score 


32 . 




E value 


4.0e-09 




Match length 


32 




% identity 


100 




NCBI Description 


Human butyrophilin (BTF5 


) mRNA, complete 


Seq. No. 


A C\ O O A A 




Seq. ID 


LIB3433-048-P1-K1-D6 




Method 


BLASTX 




NCBI GI 


g3273243 




BLAST score 


377 




E value 


1.0e-36 




Match length 


78 




% identity 


96 




NCBI Description 


(AB004660) NLS receptor 


[Oryza sativa] 




>gi_3273245_dbj_BAA31166 


(AB004814) NLS 




sativa] 




Seq. No. 


403845 




Seq. ID 


LIB3433-048-P1-K1-E2 




Method 


BLASTN 




NCBI GI 


gll96834 




BLAST score 


42 




E value 


1.0e-14 




Match length 


42 




% identity 


100 




NCBI Description 


Oryza sativa (clone 14b) 


osmotin protein 




complete cds 




Seq. No. 


403846 




Seq. ID 


LIB3433-048-P1-K1-F6 




Method 


BLASTN 




NCBI GI 


g5777612 




BLAST score 


97 




E value 


4.0e-47 




Match length 


228 




% identity 


85 





51975 



NCBI Description 



Oryza sativa chromosome 4 BAC q3037-207Fl complete genome 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403847 

LIB3433-048-P1-K1-G3 

BLASTX 

g5921933 

287 

1.0e-25 
81 

59 ' 

CYTOCHROME P450 85 (DWARF PROTEIN) >gi_1421741 (U54770) 
cytochrome P450 homolog [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 
Method 



403848 

LIB3433-049-P1-K1-A7 
BLASTX 



NCBI GI 


g4586676 


BLAST score 


259 


E value 


2.0e-22 


Match length 


78 


% identity 


63 


NCBI Description 


(AB025047) sterol 14-demethylase 


Seq. No. 


403849 


Seq. ID 


LIB34 33-04 9-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


g2244998 


BLAST score 


397 


E value 


2.0e-38 


Match length 


121 


% identity 


70 


NCBI Description 


(Z97341) transcriptional adaptor 




thaliana] 


Seq. No. 


403850 


Seq. ID 


LIB3433-050-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g3033396. 


BLAST score 


314 


E value 


8.0e-29 


Match length 


113 


% identity 


51 


NCBI Description 


(AC004238) unknown protein [Arab; 


Seq. No. 


403851 


Seq. ID 


LIB3433-052-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g4582434 


BLAST score 


426 


E value 


6.0e-42 


Match length 


93 


% identity 


90 


NCBI Description 


(AC007196) unknown protein [Arab: 


Seq. No. 


403852 


Seq. ID 


LIB3433-052-P1-K1-B8 


Method 


BLASTX 



51976 



NCBI : GI " ■ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2130073 
406 

1.0e-39 
131 
67 

fructose-bisphosphate aldolase (EC 4.1.2 
cytosolic - rice >gi_786178_dbj_BAA08845_ 
C-l [Oryza sativa] >gi_790970_dbj_BAA08830_ (D50301) 
aldolase C-l [Oryza sativa] 



13) isoenzyme C-l, 
(D50307) aldolase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403853 

LIB3433-052-P1-K1-C4 

BLASTX 

gl362010 

155 

2.0e-10 

47 

35 

ubiquitin-like protein 9 - Arabidopsis thaliana 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



403854 

LIB3433-052-P1-K1-G6 

BLASTX 

g4455210 



BLAST score 


456 


E value 


3.0e-51 


Match length 


139 


% identity 


73 


NCBI Description 


(AL035440) putative' aspartate-tRNA ligase 




thaliana] 


Seq. No. 


403855 


Seq. ID 


LIB3433-053-P1-K1-A7 


Method 


BLASTN 


NCBI GI 


g2293567 


BLAST score 


78 


E value 


7.0e-36 


Match length 


92 


% identity 


98 


NCBI Description 


Oryza sativa HvB12D homolog mRNA, complete 


Seq. No. 


403856 


Seq. ID 


LIB3433-054-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


gll73218 


BLAST score 


505 


E value 


3.0e-51 


Match length 


110 


% identity 


91 


NCBI Description 


40S RIBOSOMAL PROTEIN S15A >gi 440824 (L27 



) ribosomal 

protein S15 [Arabidopsis thaliana] >gi_2150130 (AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



403857 

LIB3433-055-P1-K1-A3 

BLASTX 

g730463 



51977 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301 

2.0e-27 

102 

56 

60S RIBOSOMAL PROTEIN L33-B (L37B) (YL37) (RP47) 

>gi_630323_pir S44069 ribosomal protein L35a.e.cl5 - yeast 

(Saccharomyces cerevisiae) >gi_484241 (L23923) ribosomal 
protein L37 [Saccharomyces cerevisiae] 
>gi_1420537_emb_CAA99454_ (Z75142 ) ORF YOR234c 
[Saccharomyces cerevisiae] 



| 

u 



o 

PI 



Seq. No. 


403858 


Seq. ID 


LIB3433-055-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g6009909 


BLAST score 


212 


E value 


6.0e-17 


Match length 


43 


% identity 


95 


NCBI Description 


(AB018242) histone H2A-like protein 


Seq. No. 


403859 


Seq. ID 


LIB3433-056-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g4506745 


BLAST score 


267 


E value 


2.0e-23 


Match length 


102 


% identity 


51 


NCBI Description 


ribosomal protein S9 >gi_1173285_sp 



RIBOSOMAL PROTEIN S9 >gi_1362936_pir S55917 ribosomal 

protein S9 - human >gi_550023 (U14971) ribosomal protein S9 

[Homo sapiens] >gi_1096943_prf 2113200F ribosomal protein 

S9 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403860 

LIB3433-056-P1-K1-A3 

BLASTX 

gll72042 

189 

3.0e-14 

63 

62 

PUTATIVE PHOS PHOACET YLGLUCOS AMI NE MUTASE (ACETYLGLUCOSAMINE 
PHOS PHOMUTASE ) ( N-ACET YLGLUCOS AMI NE- PHOS PHATE MUTASE ) 

>gi_2130266_pir S59642 hypothetical protein SPAC13C5.05c - 

fission yeast (Schizosaccharomyces pombe) 

>gi_9 088 9 4_emb_CAA9 0 45 6_ (Z50112) phosphomannomut ase 

phosphoserine [Schizosaccharomyces pombe] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



403861 

LIB3433-056-P1-K1-B4 

BLASTX 

g3608154 

187 

5.0e-14 
103 



51978 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41 

(AC005314) unknown protein [Arabidopsis thaliana] 
403862 

LIB3433-056-P1-K1-C2 

BLASTN 

g433216 

76 

2.0e-34 

154 

88 

Rice mRNA for ascorbate peroxidase (gene name SS622), 
partial cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



403863 
LIB3433- 
BLASTN 
g429016 



056-P1-K1-D6 



BLAST score 


37 


E value 


1.0e-ll 


Match length 


69 


% identity 


88 


NCBI Description 


Rice mRNA for Wilm's tumor, suppressor (gene name 




partial cds 


Sea No 


403864 


Seq. ID 


LIB34 33-05 6-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g5669871 


BLAST score 


680 


E value 


1.0e-71 


Match length 


139 


% identity 


92 


NCBI Description 


(AF135014) dihydrolipoamide S-acetyltransf erase 


Seq. No. 


403865 


Seq. ID 


LIB3433-056-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g2293480 


BLAST score 


276 


E value 


7.0e-25 


Match length 


74 


% identity 


73 


NCBI Description 


(AF011331) glycine-rich protein [Oryza sativa] 


Seq. No. 


403866 


Seq. ID 


LIB3433-056-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


g547712 


BLAST score 


259 


E value 


7.0e-23 


Match length 


76 


% identity 


72 


NCBI Description 


EUKARYOTIC INITIATION FACTOR 4A (EIF-4A) 



>gi_542153_pir S38358 translation initiation factor eIF-4A 

- rice >gi_303844_dbj_BAA02152_ (D12627) eukaryotic 
initiation factor 4A [Oryza sativa] 



51979 



o 

m 



u 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403867 

LIB3433-056-P1-K1-G3 

BLASTX 

gl076732 

328 

1.0e-30 

85 

68 

type-1 pathogenesis-related protein - barley 
>gi_732807_emb_CAA88618_ (Z48728) type-1 
pathogenesis-related protein [Hordeum vulgare] 

403868 

LIB3433-057-P1-K1-A2 

BLASTX 

gll84112 

216 

5.0e-31 

97 

76 

(U46138) Zn-induced protein [Oryza sativa] 
403869 

LIB3433-057-P1-K1-H6 

BLASTX 

g3123244 

188 

3.0e-15 

132 

41 

ALPHA-MANNOS I DASE I IX (MANNOSYL-OL I GO SACCHARIDE 
1,3-1,6-ALPHA-MANNOSIDASE) (MAN IIX) 

>gi_1132479_dbj_BAA09510_ (D55649) alpha mannosidase II 
isozyme [Homo sapiens] 

403870 

LIB3433-058-P1-K1-B9 

BLASTN 

g809513 

79 

2.0e-36 

154 

88 

Rice mRNA for f erredoxin-nitrite reductase, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403871 

LIB3433-058-P1-K1-C1 

BLASTX 

g2341025 

221 

7.0e-18 

63 

68 

(AC000104) F19P19.2 [Arabidopsis thaliana] 



Seq. No. 



403872 



51980 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3433-058-P1-K1-H12 

BLASTX 

gl076289 

254 

2.0e-22 

69 

57 

amino acid permease AAP5 
>gi_60867 3_emb_CAA5 4 6 3 2_ 
[Arabidopsis thaliana] 



- Arabidopsis thaliana 
(X77501) amino acid permease 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403873 

LIB3433-061-P1-K1-A7 

BLASTX 

g4884530 

542 

1.0e-55 

107 

98 

(AB027430) beta-1 , 3-glucanase [Oryza sativa] 



01 
CO 



u 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403874 - 

LIB3433-061-P1-K1-C10 

BLASTX 

g3695061 

232 

8.0e-20 

56 

80 

(AF064788) rac GTPase activating protein 2 [Lotus 
japonicus] 



Seq. No. 


403875 


Seq. ID 


LIB3433-061-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g21693 


BLAST score 


305 


E value 


3.0e-28 


Match length 


60 


% identity 


83 


NCBI Description 


(X66012) cathepsin B [Triticum aestivum] 


Seq. No. 


403876 


Seq. ID 


LIB3433-061-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


g2293480 


BLAST score 


332 


E value 


3.0e-31 


Match length 


69 


% identity 


91 


NCBI Description 


(AF011331) glycine-rich protein [Oryza sativa] 


Seq. No. 


403877 


Seq. ID 


LIB3433-061-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g4388726 


BLAST score 


492 



51981 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9 r .0e-50 

136 

71 

(AC006413) putative 12-oxophytodienoate-10, 11-reductase 
[Arabidopsis thaliana] 

403878 

LIB3433-061-P1-K1-H4 

BLASTX »* r " " 

g2995990 

157 

9.0e-ll 

64 

55 

(AF053746) dormancy-associated protein [Arabidopsis 
thaliana] >gi_2995992 (AF053747) dormancy-associated 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403879 

LIB3434-001-P1-K1-B11 

BLASTX 

g551288 

150 

8.0e-10 
102 

43 ' - 

(Z33611) phosphoglycerate mutase [Zea mays] 
403880 

LIB3434-001-P1-K1-B3 

BLASTX 

g5917726 

192 

4.0e-18 

74 

66 

(AF178530) serine/threonine protein phosphatase 1; PP1 
[Malus domestical 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403881 

LIB3434-002-P1-K1-E10 

BLASTN 

g2244603 

47 

1.0e-17 

95 
88 

Oryza sativa gene for betaine aldehyde dehydrogenase, 
complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



403882 

LIB3434-002-P1-K1-E7 

BLASTN 

g4850329 

88 

1.0e-41 
356 



51982 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



81 

Oryza sativa C0X5c mRNA for cytochrome c oxidase subunit 
5c, complete cds 



403883 

LIB3434 

BLASTX 

g397998 

253 

3.0e-22 

52 

96 

(Z98866 
histone 
gene; c 
CEESG32 



■003-P1-K1-A7 



) predicted using Genefinder; similar to Core 

H2A/H2B/H3/H4; cDNA EST EMBL:D71193 comes from th 
DNA EST yk477a9.3 comes from this gene; cDNA EST 
RD comes from this gene; cDNA EST yk201gll.3 come 



403884 

LIB3434-003-P1-K1-C2 

BLASTX 

g5360230 

578 

7.0e-60 

106 

99 

(AB015287) Ran [Oryza sativa] 
403885 

LIB3434-004-P1-K1-A2 

BLASTX 

g2293480 

360 

7.0e-36 

85 

95 

(AF011331) glycine-rich protein [Oryza sativa] 
403886 

LIB3434-004-P1-K1-B1 

BLASTX 

g4567319 

735 

5.0e-78 

178 

78 

(AC005956) putative copper amine oxidase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403887 

LIB3434-004-P1-K1-C4 
BLASTN . . 

g6016845 
77 

4.0e-35 

93 

96 

Oryza sativa genomic 



DNA, chromosome 1, clone : P0711E10 



51983 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403888 

LIB3434-004-P1-K1-H6 

BLASTX 

g4249382 

253 

7.0e-22 

77 ■/ 
62 

(AC005966) Strong similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAC 
gb_AC004481. [Arabidopsis thaliana] 



■F 



m 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403889 

LIB3434-005-P1-K1-A2 

BLAST N 

g4097153 

104 

1.0e-51 

158 

100 

Oryza sativa type 1 metallothionein-like (rgMT-1) gene, 
complete cds 

403890 

LIB3434-005-P1-K1-D5 - 

BLASTX 

g3334456 

149 

1.0e-09 

74 

43 

ACTIVATOR 1 140 KD SUBUNIT (REPLICATION FACTOR C LARGE 
SUBUNIT) . (Al 140 KD SUBUNIT) (RF-C 140 KD SUBUNIT) 
(ACTIVATOR 1 LARGE SUBUNIT) (DNA-BINDING PROTEIN PO-GA) 

>gi_422807_pir JN0599 DNA-binding protein PO-GA - human 

>gi_296908_emb_CAA80355_ (Z22642) PO-GA [Homo sapiens] 
>gi_307338 (L14922) DNA-binding protein [Homo sapiens] 
>gi_2827257 (AF040250) DNA binding protein [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403891 

LIB3434-005-P1-K1-H12 

BLASTX 

g4091008 

305 

4.0e-28 

86 

65 

(AF040700) methionyl-tRNA synthetase [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST, score 
E value 
Match length 



403892 

LIB3434-007-P1-K1-A3 

BLASTN 

g3789949 

266 

1.0e-148 
280 



51984 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

Oryza sativa translation initiation factor (G0S2) mRNA, 
complete cds 

403893 

LIB3434-007-P1-K1-B1 

BLASTX 

gl346780 

152 

9.0e-10 

38 

76 

SERINE/THREONINE PROTEIN PHOSPHATASE PP-X ISOZYME 2 

>gi_629550_pir S42559 phosphoprotein phosphatase (EC 

3.1.3.16) X-2 (clone EP128) - Arabidopsis thaliana 
>gi_397590_emb_CAA80312_ (Z22596) protein phosphatase 
[Arabidopsis thaliana] 



03 

CP 



m 



Seq. No. 


403894 


Seq. ID 


LIB3434-007-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


g4586602 


BLAST score 


494 


E- value 


4 . Oe-50 


Match length 


103 


% identity 


: 93 


NCBI Description 


(AB025005) pyruvate kinase [Cicer < 


Seq. No. 


403895 


Seq. ID 


LIB3434-007-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


g4063821 


BLAST score 


402 


E value 


2.0e-39 


Match length 


75 


% identity 


99 


NCBI Description 


(AB015204) plastidic ATP sulfuryla, 


Seq. No. 


403896 


Seq. ID 


LIB3434-007-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


gl944573 


BLAST score 


659 


E value 


3.0e-69 


Match length 


162 


% identity 


81 


NCBI Description 


(Z4914 6) phenylalanine ammonia- lya, 


Seq. No. 


403897 


Seq. ID 


LIB3434-007-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


g3513727 


BLAST score 


259 


E value 


7.0e-23 


Match length 


87 


% identity 


60 


NCBI Description 


(AF080118) contains similarity to 1 



51985 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



TPR.hmm: score: 11.15) and kinesin motor domains (Pfam: 
kinesin2.hmm, score: 17.49, 20.52 and 10.94) [Arabidopsis 
thaliana] >gi_4539358_emb_CAB40052 . 1_ (AL049525) putative 
protein [Arabidopsis thaliana] 

403898 

LIB3434-007-P1-K1-G11 

BLASTX 

g2493147 

471 

3.0e-47 

94 

100 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT >gi_857574 
(U27098) H+-ATPase [Oryza sativa] 

403899 

LIB3434-007-P1-K1-G2 

BLASTX 

gl729971 

235 - • 

7.0e-20 

47 

100 

TONOPLAST INTRINSIC PROTEIN, GAMMA (GAMMA TIP) 

(AQUAPORIN-TIP) >gi_1076745_pir S52004 gamma-Tip protein - 

rice >gi_473997_dbj_BAA05017_ (D25534) gamma-Tip [Oryza 
sativa] 

403900 

LIB3434-007-P1-K1-H5 

BLASTX 

g2662310 

391 

3.0e-41 

97 

90 

(AB009307) bpwl [Hordeum vulgare] 
403901 

LIB3434-008-P1-K1-A1 

BLASTN 

g2331130 

39 

1.0e-12 

75 

89 

Oryza sativa glycine-rich protein (OSGRP1) mRNA, complete 
cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



403902 

LIB3434-008-P1-K1-B1 

BLASTX 

g2498077 

466 

8.0e-47 
106 



51986 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



80 

NUCLEOSIDE DIPHOSPHATE KINASE I (NDK I) (NDP KINASE I) 
(PP18) >gi_1777930 (U55019) nucleoside diphosphate kinase 
[Saccharum of f icinarum] 

403903 

LIB3434-008-P1-K1-E2 

BLASTX , . 

g6041853 ^ 
351 

3.0e-33 

128 

52 

(AC009853) hypothetical protein [Arabidopsis thaliana] 
403904 

LIB3434-008-P1-K1-E6 

BLASTX 

g3880399 

161 

9.0e-ll 

71 

44 

(Z71267) predicted using Genefinder; cDNA EST yk275h2.3 
comes from this gene; cDNA EST yk309gll.3 comes from this 
gene; cDNA EST yk309gll;5 comes from this gene; cDNA EST 
yk275h2.5 comes from this gene [Caenorhabditis elegans] 

403905 

LIB3434-008-P1-K1-G4 

BLASTX 

g3790569 

164 

1.0e-ll 

58 

48 

(AF078822) RING-H2 finger protein RHA2a [Arabidopsis 
thaliana] >gi_5103808_gb_AAD39638 . 1_AC007591_3 (AC007591) 
Identical to gb_AF078822 RING-H2 finger RHA2a protein from 
Arabidopsis thaliana. ESTs gb_N37587, gb_T04 684, 
gb_AA394318, gb_Z35014 and gb_AA713343 come from this gene 

403906 

LIB3434-008-P1-K1-G6 

BLASTX 

g4204761 

249 

1.0e-21 

84 

60 

(U51192) peroxidase precursor [Glycine max] 
403907 

LIB3434-009-P1-K1-H12 

BLASTX 

gl632831 

340 ' 



51987 



E value 


5.0e-32 


Match length 


79 


% identity 


81 


NCBI Description 


(Z49698) orf [Ricinus communis] 


Seq. No. 


403908 


Seq. ID 


LIB3434-009-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g6015742 


BLAST score 


198 


E value 


2.0e-15 


Match length 


76 


% identity 


51 


NCBI Description 


(Y18930) ribonuclease PH [Sulfolobus solf ataricus] 


Seq. No. 


403909 


Seq. ID 


LIB3434-010-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


gl805654 


BLAST score 


c c c 
330 


E value 


4.0e-57 


Match length 


165 


% identity 


62 


NCBI Description 


(X99972) calmodulin-stimulated calcium-ATPase [Brassica 




oleracea] 


Seq. No. 


403910 


Seq. ID 


LIB3434-010-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


g2935529 


BLAST score 


663 


E value 


1.0e-69 


Match length 


150 


% identity 


78 


NCBI Description 


(AF049069) No definition line found [Pinus radiata] 


Seq. No. 


403911 


Seq. ( ID 


LIB3434-010-P1-K1-D1 


Method 


BLASTN 


NCBI GI 


g303858 


BLAST score 


209 


E value 


1.0e-114 


Match length 


217 


% identity 


99 



NCBI Description Rice mRNA for brain specific protein (S94 gene), complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403912 

LIB3434-010-P1-K1-D8 

BLASTN 

g5688948 

115 

5.0e-58 

183 

91 

Oryza sativa gene for mitochondrial ribosomal portein S14, 
succinate dehydrogenase iron-protein subunit (SDHB) 



51988 



Seq. No. 


403913 


Seq. ID 


LIB3434-010-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g3869088 


BLAST score 


603 


E value 


8.0e-63 


Match length 


117 


% identity 


98 


NCBI Description 


(AB019427) elongation factor- 1 alpha [Ni< 


Seq. No. 


403914 


Seq. ID 


LIB3434-011-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


g3859116 


BLAST score 


337 


E value 


1.0e-31 


Match length 


106 


% identity 


72 


NCBI Description 


(AF031609) unknown [Oryza sativa] 


Seq. No. 


403915 


Seq. ID 


LIB3434-011-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g6056413 


BLAST score 


217 


E value 


1.0e-17 


Match length 


55 


% identity 


82 


NCBI Description 


(AC009525) Unknown protein [Arabidopsis 


Seq. No. 


403916 


Seq. ID 


LIB3434-011-P1-K1-G6 


Method 


BLASTN 


NCBI GI 


g5929929 


BLAST score 


44 


E value 


1.0e-15 


Match length 


80 


% identity 


90 


NCBI Description 


Zea mays voltage-dependent anion channel 



.(vdaclb) mRNA, complete cds; -nuclear gene for . mitochondrial , 
product . • - 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
. NCBI Description 



403917 

LIB3434-012-P1-K1-A3 

BLASTN 

g5922603 

201 

1.0e-109 

220 

99 

Oryza sativa genomic DNA, chromosome 1, clone: P0705D01 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



403918 

LIB3434-012-P1-K1-E3 

BLASTN 

g2662344 



51989 



BLAST score 


79 


E value 


9.0e-37 


Match length 


108 


% identity 


95 


NCBI Description 


Oryza sativa mRNA for EF-1 alpha, complete cds 


Seq. No. 


403919 


Seq. ID 


LIB3434-012-P1-K1-G5 


Method 


BLASTX 




/-tl 1 TCI o o 

gi i j bizz 


BLAST score 


284 


E value 


6.0e-26 


Match length 


57 


% identity 


93 


NCBI Description 


(X91807) alfa-tubulin [Oryza sativa] 


Seq. No. 


403920 


Seq. ID 


LIB3434-014-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


g2351580 


bii/Voi score 


DO 4 


E value 


4.0e-76 


Match length 


155 


% identity 


83 


NCBI Description 


(U82433). thymidine diphospho-glucose 4-6-dehydratase 




homolog [Prunus armeniaca] 


Seq. No. 


403921 


Seq. ID 


LIB3434-014-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


g4538897 


BLAST score 


402 


E value 


4.0e-39 


Match length 


138 


% identity 


54 


NCBI Description 


(AL049482) AXllOP-like protein [Arabidopsis thaliana; 



Seq. No. 

Seq. ID 

Method 

NCBI, GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403922 

LIB3434-014-P1-K1-E5 

BLASTX 

g464981 

554 ^ 

3.0e-57 

107 

93 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_388207 (L23762) 
ubiquitin carrier protein [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



403923 

LIB3434-015-P1-K1-A1 

BLASTX 

g2983642 

336 

3.0e-31 

174 

40 



51990 



NCBI Description 



(AE000728) diaminopimelate decarboxylase [Aquifex aeolicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403924 

LIB3434-015-P1-K1-A2 

BLASTX 

g5103812 

596 

9.0e-62 

168 

67 

(AC007591) Similar to gb_AJ005073 Alix (ALG-2-interacting 
protein X) from Mus musculus. ESTs gb_R90133, gb_Z17944 and 
gb_AA6054 65 come from this gene. [Arabidopsis thaliana] 



CO 

U 

m 



Seq. No. 


403925 


Seq. ID 


LIB3434-015-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g4056568 


BLAST score 


605 


E value 


7.0e-63 


Match length 


163 


% identity 


25 


NCBI Description 


(U90944) PDI-like protein [Zea mays] 


Seq. No. 


403926 


Seq. ID 


LIB3434-015-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g4467095 


BLAST score 


193 


E value 


2.0e-14 


Match length 


45 


% identity 


84 


NCBI Description 


(AL035538) putative protein [Arabidops. 


Seq. No. 


403927 


Seq. ID 


LIB3434-015-P1-K1-A7 


Method 


BLASTN 


NCBI GI 


g6016845 


BLAST score 


171 


E value 


3.0e-91 


Match length 


271 - 


% identity 


- 99 


NCBI Description 


Oryza sativa genomic DNA, chromosome 1 


Seq. No. 


403928 


Seq. ID 


LIB3434-015-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


gl00598 


BLAST score 


382 


E value 


1.0e-36 


Match length 


108 


% identity 


69 


NCBI Description 


ubiquitin / ribosomal protein S27a-1 - 




(M60175) ubiquitin [Hordeum vulgare] 


Seq. No. 


403929 


Seq. ID 


LIB3434-015-P1-K1-B7 



- barley >gi_167073 



51991 



*4J 



Method 


BLASTX 


NCBI gi 


gouo 1 / / y 


BLAST score 


473 - 


E value 


1.0e-47 


Match length 


92 


% identity 


93 


NCBI Description 


(AF150630) cellulose synthase [Gossypium hirsutum] 


Seq. No. 


403930 


Seq. ID 


LIB3434-015-P1-K1-C1 


Method 


BLASTN 


MOOT C T 


gbu i do 4 d 


BLAST score 


191 


E value 


1.0e-103 


Match length 


251 


% identity 


94 


NCBI Description 


Oryza sativa genomic DNA, chromosome 1, clone : P0711E10 


Seq. No. 


403931 


Seq. ID 


LIB3434-015-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


gll84774 


BLAST score 




E value 


5.0e-73 


Match length 


157 


% identity 


85 


NCBI Description 


(U45856) cytosolic glyceroldehyde-3-phosphate dehydrogena; 




GAPC3 [Zea mays] 


Seq. No. 


403932 


Seq. ID 


LIB3434-015-P1-K1-D6 


Method 


BLASTX 


NCBI Gl 


~a c A A "3 on 


BLAST score 


450 


E value 


1.0e-44 


Match length 


127 


% identity 


65 


NCBI Description 


(AC007047) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


403933 


Seq. ID 


LIB3434-015-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


g5007084 


BLAST score 


e\ r\ a 

908 


E value 


2.0e-98 


Match length 


172 


% identity 


98 


NCBI Description 


(AF155333) NADP-specif ic isocitrate dehydrogenase [Oryza 




sativa] 


Seq. No. 


403934 


Seq. ID 


LIB3434-015-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


g2914706 


BLAST score 


707 


E value " 


9.0e-75 


Match length 


159 



51992 



% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length * 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



83 

(AC003974) putative homeobox protein [Arabidopsis thaliana] 
403935 

LIB3434-015-P1-K1-G5 

BLASTX 

g4454472 

157 

3.0e-10 

53 

62 

(AC006234) unknown protein [Arabidopsis thaliana] 
403936 

LIB3434-015-P1-K1-G6 

BLASTX 

gl21332 

869 

9.0e-94 

168 

98 

GLUTAMINE SYNTHETASE ROOT ISOZYME (GLUTAMATE— AMMONIA 

LIGASE) (CLONE LAMB DA- GS 8 ) >gi_68590_pir AJRZQB 

glutamate — ammonia ligase (EC 6.3.1.2) beta, cytosolic - 
rice >gi_20358_emb_CAA32460_ (X14244) cytosolic glutamine 
syntethase (AA 1-357) [Oryza sativa] 

403937 

LIB3434-015-P1-K1-H1 

BLASTX 

g283008 

813 

3.0e-87 

158 

99 

sucrose synthase (EC 2.4.1.13) - rice 

>gi_20366__emb_CAA4 6017_ (X64770) sucrose synthase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403938 

LIB3434-0I5-P1-K1-H10 

BLASTX 

g6056418 

419 

4.0e-41 

153 

50 

(AC009525) 
thaliana] 



Similar to beta-glucosidases [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



403939 

LIB3434-015-P1-K1-H4 

BLASTX 

g2245012 

195" 

1.0e-14 
50 



51993 



% identity 


72 


NCBI Description 


(Z97341) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


403940 


Seq. ID 


LIB3434-016-P1-K1-A11 


Method 


BLASTN 


NCBI GI 


g538427 


BLAST score 


274 


E value 


1.0e-152 


Match length 


285 


% identity 


99 


NCBI Description 


Oryza sativa ribosomal protein SI 6 mRNA, complete cds 


Seq. No. 


403941 


Seq. ID 


LIB3434-016-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


g445613 


BLAST score 


353 


E value 


2.0e-33 


Match length 


97 


% identity 


70 


NCBI Description 


ribosomal protein L7 [Solanum tuberosum] 


Seq. No. 


403942 


Seq. ID 


LIB3434-016-P1-K1-A7. 


Method 


BLASTN 


NCBI GI 


gl67043 


BLAST score 


41 


E value 


1.0e-13 


Match length 


53 


% identity 


94 


NCBI Description 


Barley glyceraldehyde-3-phosphate dehydrogenase mRNA, 




end 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403943 

LIB3434-016-P1-K1-C5 

BLASTX 

gll74162 

406 

1.0e-39 

88 

80 

(U44976) ubiquit in-conjugating enzyme [Arabidopsis 
thaliana] >gi_3746915 (AF091106) E2 

ubiquitin-conjugating-like enzyme [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403944 

LIB3434-016-P1-K1-D4 

BLASTX 

gl705434 

291 

3.0e-26 

103 

56 

BIBENZYL SYNTHASE >gi_75824 3_emb_CAA56276_ (X79903) 
bibenzyl synthase [Phalaenopsis sp.] 



51994 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403945 

LIB3434-016-P1-K1-E2 

BLASTX 

gl710424 

265 

6.0e-28 

103 

67 

SOS RIBOSOMAL PROTEIN L21, CHLOROPLAST PRECURSOR (CL21) 

>gi_2129718_pir S71282 ribosomal protein L21 - Arabidopsis 

thaliana >gi_114 9573_emb_CAA89887_ (Z4 9787) chloroplast 
ribosomal large subunit protein L21 [Arabidopsis thaliana] 



<P=! 



yy 

m 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403946 

LIB3434-016-P1-K1-F4 

BLASTX 

g2351580 

596 

8.0e-62 

134 

82 

(U82433) thymidine diphospho-glucose 4-6-dehydratase 
homolog [Prunus armeniaca] 



Seq. No. 


403947 


Seq. ID 


LIB3434-016-P1 


Method 


BLASTX 


NCBI GI 


gl519249 


BLAST score 


440 


E value 


5.0e-44 


Match length 


89 


% identity 


100 


NCBI Description 


(U65956) GF14- 


Seq. No. 


403948 


Seq. ID 


LIB3434-016-P1 


Method 


BLASTX 


NCBI GI 


gl33867 


BLAST score 


438 


E value 


9.0e-48 


Match length 


114 


% identity 


82 


NCBI Description 


4 OS RIBOSOMAL 




protein Sll - 




ribosomal prot 


Seq. No. 


403949 


Seq. ID 


LIB3434-017-P1 


Method 


BLAST N 


NCBI GI 


g4835773 


BLAST score 


36 


E value 


1.0e-10 . 


Match length 


68 


% identity 


88 



P1-K1-A6 



NCBI Description 



Arabidopsis thaliana chromosome 1 
complete sequence 



BAC T16B5 sequence, 



51995 



Seq. No. 


403950 


Seq. ID 


LIB3434-017-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


gl305525 


BLAST score 


585 


E value 


1.0e-60 


Match length 


116 


% identity 


97 


NCBI Description 


(U55212) Wilms' tumor-related protein QM [Oryza sativa; 


Seq. No. 


403951 


Seq. ID 


LIB3434-021-P1-K1-G1 


Method 


BLASTN 


NCBI GI 


gllooloU 


BLAST score 


86 


E value 


2.0e-40 


Match length 


102 


% identity 


96 


NCBI Description 


Glycine max arginine decarboxylase mRNA, complete cds 


Seq. No. 


403952 


Seq. ID 


LIB3434-021-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


n AA1 coo 

glQQlO J 2 


BLAST score* 


312 


E value 


5.0e-29 


Match length 


87 


% identity 


68 


NCBI Description 


(D64000) hypothetical protein [Synechocystis sp.] 


Seq. No. 


403953 


Seq. ID 


LIB3434-021-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g401140 


BLAST score 


684 


E value 


3.0e-72 


Match length 


126 


% identity 


99 


NCBI Description 


SUCROSE SYNTHASE 2 (SUCROSE-UDP GLUCOSYLTRANSFERASE 2) 



>gi_20095_emb_CAA41774_ (X59046) sucrose-UDP 
glucosyltransf erase (isoenzyme 2)' [Oryza sativa] 

>gi_1587662_prf 2207194A sucrose synthase : ISOTYPE=2 [Oryza 

sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403954 

LIB3434-023-P1-K1-B11 

BLASTX 

g2498077 

570 

8.0e-59 

125 

84 

NUCLEOSIDE DIPHOSPHATE KINASE I (NDK I) (NDP KINASE I) 
(PP18) >gi_1777930 (U55019) nucleoside diphosphate kinase 
[Saccharum officinarum] 



Seq. No. 



403955 



51996 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3434-023-P1-K1-C10 

BLASTX 

gl29591 

231 

7.0e-25 

85 

74 

PHENYLALANINE AMMONIA- LYASE >gi_295824_emb_CAA34226_ 
(X16099) phenylalanine ammonia-lyase [Oryza sativa] 



tO 



n 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403956 

LIB3434-023-P1-K1-D11 

BLASTX 

g4803960 

150 

3.0e-10 

50 

56 

(AC006202) 
thaliana] 



putative' carbonic anhydrase [Arabidopsis 



Seq. No. 


403957 


Seq. ID 


LIB3434-024-P1-K1-C12 


Method 


BLASTX 


NCBI .GI 


g3201541 


BLAST score 


641 


E value 


3.0e-67 


Match length 


136 


% identity 


86 


NCBI Description 


(AJ005077) TCTR2 protein [Lycopersicoh esculentum] 


Seq. No. 


403958 


Seq. ID 


LIB3434-024-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


gll74162 


BLAST score 


686 


E value 


2.0e-72 


Match length 


137 


% identity 


88 


NCBI Description 


(U44976) ubiquit in-conjugating enzyme [Arabidopsis 



thaliana] >gi_3746915 (AF091106) E2 
ubiquitin-conjugating-like enzyme [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403959 

LIB3434-024-P1-K1-H4 

BLASTX 

g3790743 

189 

5.0e-14 

64 

53 

(AF099919) contains similarity to cytochrome C oxidase 
assembly protein COX17 homologues [Caenorhabditis elegans] 



Seq. No. 
Seq. ID 
Method 



403960 

LIB3434-025-P1-K1-A2 
BLASTX 



51997 





NCBI GI 


gl706958 




BLAST score 


541 




E value 


2.0e-55 




Match length 


137 




% identity 


77 




NCBI Description 


(U58284) cellulose synthase [Gossypium hirsutum] 




Seq. No. 


403961 , 




Seq. ID 


LIB3434-025-P1-K1-B9 




Method 


BLASTX 




NCBI GI 


gl47 74^o 




BLAST score 


199 




E value 


3.0e-15 




Match length 


50 




% identity 


80 




NCBI Description 


(X99623) alpha-tubulin 1 [Hordeum vulgare] 




Seq. No. 


403962 




Seq. ID 


LIB3434-025-P1-K1-D5 


0 


Method 


BLASTX 


'iLJ 


NCBI GI 


goOylolo 


01 


BLAST score 


352 


fp. 


E value 


3.0e-33 


S= 


Match length 


179 


T" 


% identity 


44 


u 


NCBI Description 


(AC007454) F23M19.3 [Arabidopsis thaliana] 


•ssa. 

y? 


Seq. No. 


403963 


s 


Seq. ID 


LIB3434-025-P1-K1-F2 




Method 


BLASTX 




NCBI GI 


g3290022 


a— f 


BLAST score 


373 




E value 


6.0e-36 


0 


Match length 


95 


0 


% identity 


75 




NCBI Description 


(AF044173) cysteine synthase; CS-B; O-acetylserine 


M 




lyase; plastidic isoform [Solanum tuberosum] 




Seq. No. 


403964 




Seq. ID 


LIB3434-025-P1-K1-H5 




Method 


BLASTX 




NCBI GI 


g5901954 




BLAST score 


160 




E value 


1.0e-10 




Match length 


96 




% identity 


40 




NCBI Description 


FGFR1 oncogene partner >gi_4454263_emb_CAA77020_ (' 






FGFR1 oncogene partner (FOP) [Homo sapiens] 




Seq. No. 


403965 




Seq. ID 


LIB3434-026-P1-K1-A2 




Method 


BLASTX 




NCBI GI 


g2583108 




BLAST score 


343 




E value 


3.0e-32 




Match length 


123 




% identity 


54 



(Y18046) 



51998 



arc 

m 



M 
p 

g 



NCBI Description 


(AC002387) putative surface protein 


Seq. No. 


403966 


Seq. ID 


LIB3434-026-P1-K1-H1 


Method 


BLASTN 


NCBI GI 


g4 /olooo 


BLAST score 


34 


E value 


5.0e-10 


Match length 


58 


% identity 


90 


NCBI Description 


Malus domestica GD4-2 profilin mRNA 


Seq. No. 


403967 


Seq. ID 


LIB3434-027-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


g2501064 


BLAST score 


229 


E value 


2.0e-19 


Match length 


65 


% identity 


68 


NCBI Description 


PROBABLE THREONYL-TRNA SYNTHETASE, ( 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(THREONINE — TRNA LIGASE) (THRRS) >gi_2191162 (AF007270) 
Similar to threonyl-tRNA synthetase; coded for by A. 
thaliana cDNA R65376 [Arabidopsis thaliana] 

403968 

LIB3434-027-P1-K1-D6 

BLASTX 

g3643610 

515 

2.0e-52 

110 

87 

(AC005395) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

403969 

LIB3434-027-P1-K1-G6 

BLASTX 

gl777312 

273 

5.0e-24 

87 

60 

(D30622) novel serine/threonine protein kinase [Arabidopsis 
thaliana] 

403970 

LIB3434-028-P1-K1-F2 

BLASTX 

g4874301 

171 

2.0e-12 

40 

82 

(AC006053) proton-ATPase-like protein [Arabidopsis 
thaliana] 



51999 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403971 

LIB3434-028-P1-K1-F6 

BLASTX 

gl20668 

183 

6.0e-14 

49 

67 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE , CYTOSOLIC 

>gi_82399_pir A24159 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - barley (fragment) 
>gi_16704 4 (M36650) glyceraldehyde-3-phosphate 

dehydrogenase [Hordeum vulgare] >gi_225347_prf 1301218A 

dehydrogenase, glyceraldehydephosphate [Hordeum vulgare var. 
distichum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403972 

LIB3434-029-P1-K1-A2 

BLASTX 

g2914710 

579 

1.0e-59 

181 

57 

(AC003974) putative beta-D-galactosidase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
" Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



403973 

LIB3434-029-P1-K1-F5 

BLASTX 

g4249382 

599 

4.0e-62 

168 

62 

(AC005966) Strong similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAC 
gb AC004481. [Arabidopsis thaliana] 



403974 

LIB3434-030-P1-K1-H5 

BLASTX 

g2078350 

587 

7.0e-61 

135 

87 

(U95923) transaldolase 



[Solanum tuberosum] 



403975 

LIB3434-031-P1-K1-A7 

BLASTX 

g3786009 

419 

3.0e-41 
115 



52000 



